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2. Haaim.No.: 22-27, 30, 33-35 
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an extent that no meaningful International Search can be carried out, specifically: 
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3. Claims Nos.: ^ , ^ , _ 
because they are dependent claims and are not dratted in accordance with the second and third sentences of Rule 6.4(a). 
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Claims Nos.: 22-27, 30, 33-35 



Present claims 22-27, 30 and 33-35 relate to an agent defined by 
reference to a desirable characteristic or property, namely decreasing or 
modulating expression or activity of an ADAMTS protein. The claims cover 
all agents having this characteristic or property, whereas the 
application does not provide support within the meaning of Article 6 PCT 
and/or disclosure within the meaning of Article 5 PCT for any specific 
example of such agents. In the present case, the claims so lack support, 
and the application so lacks disclosure, that a meaningful search over 
the whole of the claimed scope is impossible. Independent of the above 
reasoning, the claims also lack clarity (Article 6 PCT). An attempt is 
made to define the agent by reference to a result to be achieved. Again, 
this lack of clarity in the present case is such as to render a 
meaningful search over the whole of the claimed scope impossible. 
Consequently, no search has been carried out for claims 22-27, 30 and 
33-35. 

The applicant's attention is drawn to the fact that claims, or parts of 
claims, relating to inventions in respect of which no international 
search report has been established need not be the subject of an 
international preliminary examination (Rule 66.1(e) PCT). The applicant 
is advised that the EPO policy when acting as an International 
Preliminary Examining Authority is normally not to carry out a 
preliminary examination on matter which has not been searched. This is 
the case irrespective of whether or not the claims are amended following 
receipt of the search report or during any Chapter II procedure. 
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1. Claims: Partially 1-12, 17-35 

Polynucleotide of SEQ ID N0:1 or 23 encoding ADAMTS-2; 
vector and host cell comprising the same; complementary 
antisense molecule; use of the polynucleotide for preparing 
an ADAMTS-2 polypeptide; ADAMTS-2 polypeptide of SEQ ID NO: 2 
or 24 and variants thereof; pharmaceutical composition and 
vaccine comprising the same; antibody binding to the 
polypeptide; use of the ADAMTS-2 polynucleotide and 
polypeptide in screening methods and agents modulating the 
activity of the ADAMTS-2 protein 



2. Claims: 36 and partially 1-12, 17-35 

Polynucleotide of SEQ ID NO: 3, 15 or 17 encoding ADAMTS-4; 
vector and host cell comprising the same; complementary 
antisense molecule; use of the polynucleotide for preparing 
an ADAMTS-4 polypeptide; ADAMTS-4 polypeptide of SEQ ID 
N0:4, 16 or 18 and variants thereof; pharmaceutical 
composition and vaccine comprising the same; antibody 
binding to the polypeptide; use of the ADAMTS-4 
polynucleotide and polypeptide in screening methods and 
agents modulating the activity of the ADAMTS-4 protein 

3. Claims: Partially 1-12, 17-35 

Polynucleotide of SEQ ID N0:9 or 25 encoding ADAMTS-3; 
vector and host cell comprising the same; complementary 
antisense molecule; use of the polynucleotide for preparing 
an ADAMTS-3 polypeptide; ADAMTS-3 polypeptide of SEQ ID 
N0:10 or 26 and variants thereof; pharmaceutical composition 
and vaccine comprising the same; antibody binding to the 
polypeptide; use of the ADAMTS-3 polynucleotide and 
polypeptide in screening methods and agents modulating the 
activity of the ADAMTS-3 protein 



4. Claims: Partially 1-12, 17-35 

Polynucleotide of SEQ ID NO: 13 or 21 encoding ADAMTS-5; 
vector and host cell comprising the same; complementary 
antisense molecule; use of the polynucleotide for preparing 
an ADAMTS-5 polypeptide; ADAMTS-5 polypeptide of SEQ ID 
NO: 13 or 21 and variants thereof; pharmaceutical composition 
and vaccine comprising the same; antibody binding to the 
polypeptide; use of the ADAMTS-5 polynucleotide and 
polypeptide in screening methods and agents modulating the 
activity of the ADAMTS-5 protein 

5. Claims: Partially, 1, 3-12, 17-35 

Polynucleotide encoding an ADAMTS-9 protein of SEQ ID N0:27; 
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vector and host cell comprising the same; complementary 
antisense molecule; use of the polynucleotide for preparing 
an ADAMTS-9 polypeptide; ADAMTS-9 polypeptide of SEQ ID 
N0:27 and variants thereof; pharmaceutical composition and 
vaccine comprising the same; antibody binding to the 
polypeptide; use of the ADAMTS-9 polynucleotide and 
polypeptide in screening methods and agents modulating the 
activity of the ADAMTS-9 protein 



6. Claims: Partially 8, 13-35 

Method of preparing an ADAMTS polypeptide by culturing a 
transfected cell comprising a polynucleotide encoding a 
polypeptide of SEQ ID N0:6 or a variant thereof; ADAMTS 
polypeptide of SEQ ID N0:6 and variants thereof; 
pharmaceutical composition and vaccine comprising the same; 
antibody binding to the polypeptide; use of the ADAMTS 
polynucleotide and polypeptide in screening methods and 
agents modulating the activity of the ADAMTS protein 



7. Claims: Partially 8, 13-35 

Method of preparing an ADAMTS polypeptide by culturing a 
transfected cell comprising a polynucleotide encoding a 
polypeptide of SEQ ID NO: 8 or a variant thereof; ADAMTS 
polypeptide of SEQ ID NO: 8 and variants thereof; 
pharmaceutical composition and vaccine comprising the same; 
antibody binding to the polypeptide; use of the ADMITS 
polynucleotide and polypeptide in screening methods and 
agents modulating the activity of the ADAMTS protein 



8. Claims: Partially 8, 13-35 

Method of preparing an ADAMTS polypeptide by culturing a 
transfected cell comprising a polynucleotide encoding a 
polypeptide of SEQ ID NO: 12 or 20 or variants thereof; 
ADAMTS polypeptide of SEQ ID NO: 12 or 20 and variants 
thereof; pharmaceutical composition and vaccine comprising 
the same; antibody binding to the polypeptide; use of the 
ADAMTS polynucleotide and polypeptide in screening methods 
and agents modulating the activity of the ADAMTS protein 
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atcgccaccc tggagcgcct gcagagcttc cggcccttgc cagagcctct gacagtgcag 1740 

ctcctggcag tccctggcga ggtcttcccc ccaaaagtca aatacacctt ctttgttcct 1800 

aatgacgtgg actttagcat gcagagcagc aaagagagag caaccaccaa catcacccag 1860 

ccgctgctcc acgcacagtg ggtgctgggg gactggtctg agtgctctag cacctgcggg 1920 

gccggctggc agaggcgaac tgtagagtgc agggacccct ccggccaggc ctctgccacc 1980 

tgcaacaagg ctctgaaacc cgaggatgcc aagccctgcg aaagccagct gtgccccctg 204 0 

tgattcaggg gggcaggggc cagtcttgtg ctcctggaca tgcggtactg aggtgcagac 2100 

aagggtctcc actgtggtga ctgggtccct tggccatatc aaggcagcac ggcccaccca 2160 

ggcctcccat cgccgcaacc cctccagtac tgcacaaatt cctaaggggg aagaggagag 2220 

ggtatggggc ggcagaccct atcatcaact gtccagtgga ctggaccttg ctcgggttca 2280 

agtagagggc ataggttaaa aggtaaaagt gcacttattg taccagacag gacgcccgcg 234 0 

aattcg 2346 
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Gly Thr Pro Cys Gly Pro Gly His Leu Cys Ser Glu Gly Ser Cys Leu 

290 295 300 

Pro Glu Glu Glu Val Glu Arg Pro Lys Pro Val Val Asp Gly Gly Trp 
305 310 315 ^ 320 

Ala Pro Trp Gly Pro Trp Gly Glu Cys Ser Arg Thr Cys Gly Gly Gly 

325 330 335 

Val Gin Phe Ser His Arg Glu Cys Lys Asp Pro Glu Pro Gin Asn Gly 

340 345 350 

Gly Arg Tyr Cys Leu Gly Arg Arg Ala Lys Tyr Gin Ser Cys His Thr 

355 360 365 

Glu Glu Cys Pro Pro Asp Gly Lys Ser Phe Arg Glu Gin Gin Cys Glu 
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Lys Tyr Asn Ala Tyr Asn Tyr Thr Asp Met Asp Gly Asn Leu Leu Gin 
385 390 395 400 

Trp Val Pro Lys Tyr Ala Gly Val Ser Pro Arg Asp Arg Cys Lys Leu 
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Phe Cys Arg Ala Arg Gly Arg Ser Glu Phe Lys Val Phe Glu Ala Lys 
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Val lie Asp Gly Thr Leu Cys Gly Pro Glu Thr Leu Ala lie Cys Val 
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450 455 460 
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ccccccctcg aggtcgacgg tatcgataag cttgatatcg aattccgggc cccccacccc 60 

cgcccctgaa acttctatag caaatagcaa acatccagct agactcagtc gcgcagcccc 120 

tcccggcggg cagcgcacta tgcggctcga gtgggcgtcc ttgctgctgc tactgctgct 180 

gctgtgcgcg tcctgcctgg ccctggccgc tgacaaccct gccgcggcac ctgcccagga 24 0 

taaaaccagg cagcctcggg ctgctgcagc ggctgcccag cccgaccagc ggcagtggga 300 

ggaaacacag gagcggggcc atctgcaacc cttggccagg cagcgcagga gcagcgggct 360 

ggtgcagaat atagaccaac tctactctgg cggtggcaaa gtgggctacc ttgtctacgc 420 

gggcggccgg aggttcctgc tggacctgga gagggatgac acagtgggtg ctgctggtgg 480 

catcgttact gcaggagggc tgagcgcatc ctctggccac aggggtcact gcttctacag 54 0 

aggcactgtg gacggcagcc ctcgatccct agctgtcttt gacctctgtg ggggtctcga 600 

tggcttcttc gcagtcaagc atgcgcgcta cactctgagg ccgctcttgc gtgggtcctg 660 

ggcagagtcc gaacgagttt acggggatgg gtcttcacgc atcctgcatg tctacacccg 720 

cgagggcttc agcttcgagg ccctgccgcc acgcaccagt tgcgagactc cagcgtcccc 780 

gtctggggcc caagagagcc cctcggtgca cagtagttct aggcgacgca cagaactggc 84 0 

accgcagctg ctggaccatt cagctttctc gccagctggg aacgcgggac ctcagacctg 900 

gtggaggcgg aggcgccgtt ccatctccag ggcccgccag gtggagctcc tcttggtggc 960 

tgactcttcc atggccaaga tgtatgggcg gggcctgcag cattacctgc tgaccctggc 1020 

ctctattgcc aaccggctgt acagtcatgc aagcatcgag aaccacatcc gcctggccgt 1080 

agtgaaagtg gtggtgctga ccgacaagag tctggaggtg agcaagaacg cggccacgac 114 0 

cctcaagaac ttttgcaaat ggcagcacca acacaaccag ctaggtgatg aocatgagga 1200 

gcactacgat gcagccatcc tgttcaccag agaggattta tgtgggcatc attcatgtga 1260 

caccctggga atggcagacg tcgggaccat atgttctccg gagcgcagct gcgctgtgat 1320 

tgaagatgat ggcctccatg cagctttcac tgtggctcac gaaattggac atctacttgg 138 0 

cctctctcac gacgattcca aattctgtga agagaacttt ggttctacag aagacaagcg 1440 

tttaatgtct tcaatcctta ccagcattga tgcatccaag ccctggtcca aatgcacttc 1500 

agccacgatc acagaatttc tggatgacgg tcatggtaac tgtttactag atgtaccacg 1560 

gaagcagatt ctgggccccg aggaactccc aggacagacc tatgatgcca cccagcagtg 1620 

caacttgaca tttgggcctg aatactctgt gtgccctggc atggatgtct gtgcacggct 1680 

gtggtgtgct gtggtgcgcc aaggccaaat ggtgtgtctg accaagaagt tgcctgocgt 1740 

ggagggcact ccctgtggga aaggaagaat ctgcctgcaa ggcaaatgtg tggacaaaac 1800 

taagaaaaaa tattactcga catcaagcca tggaaattgg gggtcctggg gcccctgggg 1860 

tcagtgttct cgctcttgcg ggggaggagt acagtctgcc taccgccatt gcaataaccc 1920 

cgcaccccga aacagtggcc gctactgcac agggaagagg gccatatacc gttcctgcag 1980 

tgtcataccc tgcccaccta acggcaaatc tttccgccac gagcagtgtg aagccaaaaa 204 0 

tggctatcag tccgatgcaa aaggagtcaa aacatttgta gaatgggttc ccaaatacgc 2100 

aggtgtcctg ccggcagacg tgtgcaagct tacgtgcaga gctaagggca ctggctatta 216 0 

cgtggtcttt tctccaaagg ttacagatgg gacagaatgt agaccctaca gcaactccgt 2220 

gtgtgtccga gggaggtgcg tgagaacggg gtgtgacggc atcatcggct caaagctaca 2280 

gtatgacaag tgtggagtgt gtggagggga taactccagt tgtacaaaga ttatcggaac 234 0 

cttcaataaa aaaagcaagg gttatactga cgttgtgagg atccctgaag gagcaaccca 2400 

cataaaagtc cgacagttca aagccmaaga ccagactaga ttcactgctt acttagccct 2460 

aaagaagaaa actggcgagt accttatcaa cggcaagtac atgatctcca cttcagagac 2520 

catcatcgac atcaatggta ccgtcatgaa ctacagtggg tggagtcaca gagatgattt 2 58 0 

tttacatggg atgggctatt cagccacaaa ggaaattccg attgtgcaga tccttgcaac 2640 

agacccaact aaagcattag acgtccgtta cagctttttt gctcccaaga agaccactca 2700 

aaaagtgaat tcctgcagcc cgggggatcc actagttcta gagcggccgg b 2751 



<210> 4 
<211> 870 
<212> PRT 

<213> Rattus norvegicus 
<220> 
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<221> VARIANT 

<222> (1) . . . (870) 

<223> Xaa = Any Amino Acid 

<400> 4 

Met Arg Leu Glu Trp Ala Ser Leu Leu Leu Leu Leu Leu Leu Leu Cys 

15 10 15 

Ala Ser Cys Leu Ala Leu Ala Ala Asp Asn Pro Ala Ala Ala Pro Ala 

20 25 30 

Gin Asp Lys Thr Arg Gin Pro Arg Ala Ala Ala Ala Ala Ala Gin Pro 

35 40 45 

Asp Gin Arg Gin Trp Glu Glu Thr Gin Glu Arg Gly His Leu Gin Pro 

50 55 60 

Leu Ala Arg Gin Arg Arg Ser Ser Gly Leu Val Gin Asn lie Asp Gin 
65 70 75 80 

Leu Tyr Ser Gly Gly Gly Lys Val Gly Tyr Leu Val Tyr Ala Gly Gly 

85 90 95 

Arg Arg Phe Leu Leu Asp Leu Glu Arg Asp Asp Thr Val Gly Ala Ala 

100 105 110 

Gly Gly He Val Thr Ala Gly Gly Leu Ser Ala Ser Ser Gly His Arg 

115 120 125 

Gly His Cys Phe Tyr Arg Gly Thr Val Asp Gly Ser Pro Arg Ser Leu 

130 135 140 

Ala Val Phe Asp Leu Cys Gly Gly Leu Asp Gly Phe Phe Ala Val Lys 
145 * 150 155 160 

His Ala Arg Tyr Thr Leu Arg Pro Leu Leu Arg Gly Ser Trp Ala Glu 

165 170 175 

Ser Glu Arg Val Tyr Gly Asp Gly Ser Ser Arg He Leu His Val Tyr 

180 185 190 

Thr Arg Glu Gly Phe Ser Phe Glu Ala Leu Pro Pro Arg Thr Ser Cys 

195 200 205 

Glu Thr Pro Ala Ser Pro Ser Gly Ala Gin Glu Ser Pro Ser Val His 

210 215 220 

Ser Ser Ser Arg Arg Arg Thr Glu Leu Ala Pro Gin Leu Leu Asp His 
225 230 235 240 

Ser Ala Phe Ser Pro Ala Gly Asn Ala Gly Pro Gin Thr Trp Trp Arg 

245 250 255 

Arg Arg Arg Arg Ser He Ser Arg Ala Arg Gin Val Glu Leu Leu Leu 

260 265 270 

Val Ala Asp Ser Ser Met Ala Lys Met Tyr Gly Arg Gly Leu Gin His 

275 280 285 

Tyr Leu Leu Thr Leu Ala Ser He Ala Asn Arg Leu Tyr Ser His Ala 

290 295 300 

Ser He Glu Asn His He Arg Leu Ala Val Val Lys Val Val Val Leu 
305 310 315 320 

Thr Asp Lys Ser Leu Glu Val Ser Lys Asn Ala Ala Thr Thr Leu Lys 

325 330 335 

Asn Phe Cys Lys Trp Gin His Gin His Asn Gin Leu Gly Asp Asp His 

340 345 350 

Glu Glu His Tyr Asp Ala Ala He Leu Phe Thr Arg Glu Asp Leu Cys 

355 360 365 

Gly His His Ser Cys Asp Thr Leu Gly Met Ala Asp Val Gly Thr lie 

370 375 380 

Cys Ser Pro Glu Arg Ser Cys Ala Val He Glu Asp Asp Gly Leu His 
385 390 395 400 
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Ala Ala Phe Thr Val Ala His Glu He Gly His Leu Leu <51y Leu Ser 

405 410 415 

His Asp Asp Ser Lys Phe Cys Glu Glu Asn Phe Gly Ser Thr Glu Asp 

420 425 430 

Lys Arg Leu Met Ser Ser He Leu Thr Ser He Asp Ala Ser Lys Pro 

435 440 445 

Trp Ser Lys Cys Thr Ser Ala Thr He Thr Glu Phe Leu Asp Asp Gly 

450 455 460 

His Gly Asn Cys Leu Leu Asp Val Pro Arg Lys Gin He Leu Gly Pro 
465 " 470 475 480 

Glu Glu Leu Pro Gly Gin Thr Tyr Asp Ala Thr <31n Cln Cys Asn Leu 

485 490 495 

Thr Phe Gly Pro Glu Tyr Ser Val Cys Pro Gly Met Asp Val Cys Ala 

500 505 510 

Arg Leu Trp Cys Ala Val Val Arg Gin Gly Gin Met Val Cys Leu Thr 

515 520 525 

Lys Lys Leu Pro Ala Val Glu Gly Thr Pro Cys Gly Lys Gly Arg He 

530 535 540 

Cys Leu Gin Gly Lys Cys Val Asp Lys Thr Lys Lys Lys Tyr Tyr Ser 
545 ~ 550 555 560 

Thr Ser Ser His Gly Asn Trp Gly Ser Trp Gly Pro Trp Gly Gin Cys 

565 570 575 

Ser Arg Ser Cys Gly Gly Gly Val Gin Phe Ala Tyr Arg His Cys Asn 

580 585 590 

Asn Pro Ala Pro Arg Asn Ser Gly Arg Tyr Cys Thr Gly Lys Arg Ala 

595 600 605 

He Tyr Arg Ser Cys Ser Val He Pro Cys Pro Pro Asn Gly Lys Ser 

610 615 620 

Phe Arg His Glu Gin Cys Glu Ala Lys Asn Gly Tyr Gin Ser Asp Ala 
625 ~ 630 635 640 

Lys Gly Val Lys Thr Phe Val Glu Trp Val Pro Lys Tyr Ala Gly Val 

645 650 655 

Leu Pro Ala Asp Val Cys Lys Leu Thr Cys Arg Ala Lys Gly Thr Gly 

660 665 670 

Tyr Tyr Val Val Phe Ser Pro Lys Val Thr Asp Gly Thr Glu Cys Arg 

675 680 685 

Pro Tyr Ser Asn Ser Val Cys Val Arg Gly Arg Cys Val Arg Thr Gly 

690 695 700 

Cys Asp Gly He He Gly Ser Lys Leu Gin Tyr Asp Lys Cys. Gly Val 
705 710 715 720 

Cys Gly Gly Asp Asn Ser Ser Cys Thr Lys He He Cly Thr Phe Asn 

725 730 735 

Lys Lys Ser Lys Gly Tyr Thr Asp Val Val Arg He Pro Glu Cly Ala 

740 745 750 

Thr His He Lys Val Arg Gin Phe Lys Ala Xaa Asp Gin Thr Arg Phe 

755 760 765 

Thr Ala Tyr Leu Ala Leu Lys Lys Lys Thr Cly Clu Tyr Leu He Asn 

770 775 780 

Gly Lys Tyr Met He Ser Thr Ser Glu Thr He He Asp He Asn Gly 
785 790 795 800 

Thr Val Met Asn Tyr Ser Gly Trp Ser His Arg Asp Asp Phe Leu His 

805 810 815 

Gly Met Gly Tyr Ser Ala Thr Lys Glu He Leu He val -Gin lie Leu 

820 825 830 

Ala Thr Asp Pro Thr Lys Ala Leu Asp Val Arg Tyr Ser Phe Phe Val 
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835 840 845 

Pro Lys Lys Thr Thr Gin Lys Val Asn Ser Cys Ser Pro Gly Asp Pro 

850 855 860 

Leu Val Leu Glu Arg Pro 
865 870 



<210> 5 

<211> 4067 

<212> DNA 

<213> Homo sapien 



<400> 5 

cactggcgga gaaaatcccc ttcttttttt tctctctctt tttttctttt tgagacggaa 60 

tctcact<:tt tcacccagac tggagggcag cggcgagatc tcggctcact gcaacctcca 120 

cctcccaggt tcaagcaatt ctcctgcctc agccttccga gtagctggga ttacaggtgc 180 

ccgccaccac gcccagctaa tttttgtatt tttagtagag acaggatttt accatgttgg 240 

ccatgctggt ctcaaactcc tgacctcgtg tgatccccct gcttcagcct ctcaaactgc 3 00 

tgggattata ggcatgagcc actgcgcctg gccaacaatc cccttctaaa ggcaggtggt 360 

gtctccagca ccagggccat acggctgcaa cacccctaca agtgccgggt ctgccagaca 420 

accacgacca actagtccca gataaccttg aggcctgggc actggctggg ccccgagggc 480 

tcttcccaaa gcgtaccctg gtcatctgga agaggatcgg agctggcctg gtggtgacag 540 

tggccttgct tcctaggatg gatggcagat ggcaatgttc ctgctgggcc tggttcctgc 6 00 

tggttctggc agttgtagct ggggacacag tgtcaaccgg gtccacggac aacagcccaa 660 

catccaatag cctggagggg ggcaccgacg ccacggcctt ctggtggggg gagtggacca 720 

agtggacggc gttttcccgc agttgcgggg gtggggtgac accccaggag cggcactgcc 780 

tgcagcagag gaggaagtcc gtcccgggcc ccgggaacag gacctgcacg ggcacgtcca 84 0 

agcggtacca gctctgcaga gtgcaggagt gtccgccgga cgggaggagc ttccgcgagg 900 

agcagtgcgt ctccttcaac tcccacgtgt acaacgggcg gacgcaccag tggaagcctc 960 

tgtacccgga tgactatgtc cacatctcca gcaaaccgtg tgacctgcac tgtaccaccg 1020 

tggacggcca gcggcagctc atggtccccg cccgcgacgg cacatcctgc aagctcactg 1080 

acctgcgagg ggtttgcgtg tctggaaaat gtgagcccat cggctgtgac ggggtgcttt 1140 

tctccaccca cacactggac aagtgtggca tctgccaggg ggacggtagc agctgcaccc 12 00 

acgtgacggg caactatcgc aaggggaatg cccaccttgg ttactctccg gtgacccaca 1260 

tcccggctgg tgcccgagac atccagattg tagagaggaa gaagtccgct gacgtgctag 1320 

ctcttgcaga tgaagctggc tactacttct tcaacggcaa ctacaaggtg gacagcccca 1380 

agaacttcaa catcgctggc acggtggtca agtaccggcg gcccatggat gtctatgaga 1440 

ccggaatcga gtacatcgtg gcacaggggc ccaccaacca gggcctgaat gtcatggtgt 1500 

ggaaccagaa cggcaaaagc ccctccatca ccttcgagta cacgctgctg cagccgccac 1560 

acgagagccg cccccagccc atctactatg gcttctccga gagcgctgag agccagggcc 1620 

tggacggggc cgggctgatg ggcttcatcc cgcacaacgg ctccctctac ggccaggcct 168 0 

cctcagagcg gctgggcctg gacaaccggc tgttcggcca cccgggcctg gacatggagc 174 0 

tgggccccag ccagggccag gagaccaacg aggtgtgcga gcaggccggc ggcggggcct 18 00 

gcgaggggcc ccccaggggc aagggcttcc gagaccgcaa cgtcacgggg actcctctca 1860 

ccggggacaa ggatgacgaa gaggttgaca cccacttcgc ctcccaggag ttcttctcgg 1920 

ctaacgccat ctctgaccag ctgctgggcg caggctctga cttgaaggac ttcaccctca 1980 

atgagactgt gaacagcatc tttgcacagg gcgccccaag gagctccctg gccgagagct 204 0 

tcttcgtgga ttatgaggag aacgaggggg ctggccctta cctgctcaac gggtcctacc 2100 

tggagctgag cagcgacagg gttgccaaca gctcctccga ggccccattc cccaacgtta 2160 

gcaccagcct gctcacctcg gccgggaaca ggactcacaa ggccaggacc aggcccaagg 2220 

cgcgcaagca aggcgtgagt cccgcggaca tgtaccggtg gaagctctcg tcccacgagc 228 0 

cctgcagtgc cacctgcacc acaggggtca tgtctgcgta cgccatgtgt gtocgctatg 234 0 

atggcgtcga ggtggatgac agctactgtg acgccctgac ccgtcccgag cctgtccacg 24 00 

agttctgcgc tgggagggag tgccagccca ggtgggagac gagcagctgg agcgagtgtt 2460 

cgcgcacctg cggagagggc taccagttcc gcgtcgtgcg ctgctggaag atgctctcgc 2520 

ccggcttcga cagctccgtg tacagcgacc tgtgcgaggc agccgaggcc gtgcggcccg 2580 
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aggaacgcaa gacctgccgg aaccccgcct gcgggcccca gtgggagatg tcggagtggt 2640 

ccgagtgcac tgccaagtgt ggggagcgca gtgtggtgac cagggacatc cgctgctegg 2700 

aggatgagaa gctgtgtgac cccaacacca ggcctgtagg ggagaagaac tgcacgggcc 2760 

cgccctgtga ccggcagtgg accgtctccg actggggacc gtgcagtgga agctgcgggc 2820 

aaggccgcac catcaggcac gtgtactgca agaccagcga cggacgggta gtacctgagt 2880 

cccagtgcca gatggagacc aagcctctgg ccatccaccc ctgtggggac aaaaactgtc 294 0 

ccgcccactg gctggcccag gactgggagc ggtgcaacac cacctgcggg cgcggggtca 3000 

agaagcggct ggtgctctgc atggagctgg ccaacgggaa gccgcagacg cgcagtggcc 3060 

ccgagtgcgg gctcgccaag aagcctcccg aggagagcac gtgtttcgag aggccctgct 3120 

tcaagtggta caccagcccc tggtcagagt gcaccaagac ctgcggggtg ggcgtgagga 3180 

tgcgagacgt caagtgctac caggggaccg acatcgtccg tggttgcgat ccgttggtga 3240 

agcccgttgg cagacaggcc tgtgatctgc agccctgccc cacggagccc ccagatgaca 3300 

gctgccagga ccagccaggc accaactgtg ccctggccat caaagtgaac ctctgcgggc 3360 

actggtacta cagcaaggcg tgctgccgct cctgcaggcc cccccactcc taggcccggc 3420 

agctgcagcc ccttccagat gaagaccaag cgcccctcct ggggctgctg cagcttctgg 348 0 

ggcctccaca gacccccctc ctgcggggca cgctggccta agagacgtgg cactgagcct 3540 

cggctgtcga gaggggactt cccacggccc gtggaccttt gtgctcctgg ggcagagcct 3600 

ccggcaccca gtggcctccc ccagacagag ccacccctgc cgtgggaacc tgtccgtgtt 36^0 

cctgcgtgga tcctgtgttt gtggctccca ctccccagcc ccccagcagc ccccagccga 3720 

ggggcccagg gcccacagcc agcggtggag gtgtcttgct ccgggcccgt agcccacgcc 378 0 

ctctctgggt ggcagggcct tctgaaggaa acttgcaggc gagcccaacg tggtgggggg 3840 

ccttcctccc tcagaggcca tggggtgaga ggggctcagg cagccaagga ggcccaggcg 3900 

tgctccctct tatggagccc ctcccatgga gctctcttcc cgccgcactt tctaccccgg 3960 

gcagaggcgc ttgcccacgg gacgtttggg gatggacctc ggcccccgcc cctgcagtca 4020 

gcgtcagtgc tcatctacgt taataaagtg gtcctattta tggcggc 4067 

<210> 6 

<211> 951 

<212> PRT 

<213> Homo sapien 



<400> 6 



Met 


Asp 


Gly 


Arg 


Trp 


Gin 


Cys 


Ser 


Cys 


Trp 


Ala 


Trp 


Phe 


Leu 


Leu 


Val 


l 








5 










10 










15 




Leu 


Ala 


Val 


Val 


Ala Gly 


Asp 


Thr 


Val 


Ser 


Thr 


Gly 


Ser 


Thr 


Asp 


Asn 








20 










25 










30 






Ser 


Pro 


Thr 


Ser 


Asn 


Ser 


Leu 


Glu 


Gly 


Gly 


Thr 


Asp 


Ala 


Thr 


Ala 


Phe 






35 










40 










45 








Trp 


Trp 


Gly 


Glu 


Trp. Thr 


Lys 


Trp 


Thr 


Ala 


Phe 


Ser 


Arg 


Ser 


Cys 


Gly 




50 










55 










60 










Gly 


Gly 


Val 


Thr 


Ser 


Gin 


Glu 


Arg 


His 


Cys 


Leu 


Gin 


Gin 


Arg 


Arg 


Lys 


65 










70 










75 










80 


Ser 


Val 


Pro 


Gly 


Pro 


Gly 


Asn 


Arg 


Thr 


Cys 


Thr 


Gly 


Thr 


Ser 


Lys 


Arg 










85 










90 










95 




Tyx 


Gin 


Leu 


Cys 


Arg 


Val 


Gin 


Glu 


Cys 


Pro 


Pro 


Asp 


Gly 


Arg 


Ser 


Phe 








100 










105 










110 






Arg 


Glu 


Glu 


Gin 


Cys 


Val 


Ser 


Phe 


Asn 


Ser 


His 


Val 


Tyr 


Asn 


Gly 


Arg 






115 










120 










125 








Thr 


His 


Gin 


Trp 


Lys 


Pro 


Leu 


Tyr 


Pro 


Asp 


Asp 


Tyr 


Val 


His 


lie 


Ser 




130 










135 










140 










Ser 


Lys 


Pro 


Cys 


Asp 


Leu 


His 


Cys 


Thr 


Thr 


Val 


Asp 


Gly 


<51n 


Arg 


Gin 


145 










150 










155 










160 


Leu 


Met 


Val 


Pro 


Ala 


Arg 


Asp 


Gly 


Thr 


Ser 


Cys 


Lys 


Leu 


Thr 


Asp 


Leu 










165 










170 










175 




Arg 


Gly 


Val 


Cys 


Val 


Ser 


Gly 


Lys 


Cys 


<51u 


Pro 


He 


Gly 


Cys 


Asp 


-Gly 
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180 










185 










190 






Val 


Leu 


Phe 


Ser 


Thr 


His 


Thr 


Leu 


Asp 


Lys Cys Gly 


lie 


Cys 


Gin 


Gly 






195 










200 










205 








Asp 


Gly 


Ser 


Ser 


Cys 


Thr 


His 


Val 


Thr 


Gly Asn Tyr 


Arg 


Lys 


Gly 


Asn 




210 










215 










220 










Ala 


His 


Leu 


Gly 


Tyr 


Ser 


Leu 


Val 


Thr 


His 


He 


Pro 


Ala Gly 


Ala 


Arg 


225 










230 










235 










240 


Asp 


He 


Gin 


He 


val 


Glu 


Arg 


Lys 


Lys 


Ser 


Ala 


Asp 


Val 


Leu 


Ala 


Leu 










245 










250 










255 




Ala 


Asd 


Glu 


Ala 


Gly 


Tyr 


Tvr 


Phe 


Phe 


Asn Gly Asn 


Tvr 


Lvs 


Val 


Asp 








260 










265 










270 






Ser 


Pro 


Lys 


Asn 


Phe 


Asn 


He 


Ala 


Gly 


Thr 


Val 


Val 


Lys 


Tyr 


Arg 


Arg 






275 










280 










285 








Pro 


Met 


Asp 


Val 


Tvr 


Glu 


Thr 


Gly 


lie 


Glu 


Tyr 


He 


Val 


Ala 


Gin 


Gly 




290 










295 










300 










Pro 


Thr 


Asn 


Gin 


Glv 


Leu 


Asn 


Val 


Met 


Val 


Trp 


Asn 


Gin 


Asn 


Gly 


Lys 


305 










310 


\ 








315 










320 


Ser 


Pro 


Ser 


He 


Thr 


Phe 


Glu 


Tvr 


Thr 


Leu 


Leu 


Gin 


Pro 


Pro 


His 


Glu 










325 










330 










335 




Ser 




Pro 


Gin 


Pro 


He 


Tvr 
j 


Tvr 


Glv 


Phe 


Ser 


Glu 


Ser 


Ala 


Glu 


Ser 








340 










345 










350 






Gin 


Glv 


Leu 


Asp 


Glv 


Ala 


Glv 


Leu 


Met 


Gly Phe 


He 


Pro 


His 


Asn 


Gly 






355 










360 










365 








Ser 


Leu 




Glv 


Gin 


Ala 


Ser 


Ser 


Glu 


Arg 


Leu 


Gly 


Leu Asp 


Asn 


Ara 




370 










375 










380 










lieu 


Phe 


Glv 


His 


Pro 


Glv 

vj j.y 


Leu 


Asp 


Met 


Glu 


Leu 


Gly 


Pro 


Ser 


Gin 


Gly 


385 










390 










395 










400 


Gin 


Glu 


Thr 


Asn 


Glu 


Val 


Cys 


Glu 


Gin 


Ala 


Gly Gly 


Gly Ala 


Cys 


Glu 










405 










410 










415 




Glv 


Pro 


Pro 


Ara 


Glv 


Lvs 


Glv 


Phe 


Ara 


Asp Arg 


Asn 


Val 


Thr 


Gly 


Thr 








420 










425 










430 






Pro 


Leu 


Thr 


Glv 

vj j.y 


Asp 


Lvs 


ASP 


Asp 


Glu 


Glu 


Val 


Asp 


Thr 


His 


Phe 


Ala 






435 










440 










445 








Ser 


Gin 


Glu 


Phe 


Phe 


Ser 


Ala 


Asn 


Ala 


He 


Ser 


Asp 


Gin 


Leu 


Leu 


Gly 




450 










455 










460 










Ala 


Gly 


Ser 


Asp 

w tr 


Leu 


Lys 


Asp 


Phe 


Thr 


Leu 


Asn 


Glu 


Thr 


Val 


Asn 


Ser 


465 










470 










475 










480 


He 


Phe 


Ala 


Gin 


Gly 


Ala 


Pro 


Arg 


Ser 


Ser 


Leu 


Ala 


Glu 


Ser 


Phe 


Phe 










485 










490 










495 




Val 


Asp 


Tyr 


Glu 


Glu 


Asn 


Glu 


Gly 


Ala 


Gly 


Pro 


Tyr 


Leu 


Leu 


Asn 


Gly 








500 










505 










510 






Ser 


Tyr 


Leu 


Glu 


Leu 


Ser 


Ser 


Asp 


Arg 


Val 


Ala 


Asn 


Ser 


Ser 


Ser 


Glu 






515 










520 










525 








Ala 


Pro 


Phe 


Pro 


Asn 


Val 


Ser 


Thr 


Ser 


Leu 


Leu 


Thr 


Ser 


Ala 


Gly 


Asn 




530 










535 










540 










Arg 


Thr 


His 


Lys 


Ala 


Arg 


Thr 


Arg 


Pro 


Lys 


Ala 


Arg 


Lys 


Gin 


Gly 


Val 


545 










550 










555 










560 


Ser 


Pro 


Ala 


Asp 


Met 


Tyr 


Arg 


Trp 

tr 


Lys 


Leu 


Ser 


Ser 


His 


Glu 


Pro 


Cys 










565 










570 










575 




Ser 


Ala 


Thr 


Cys 


Thr 


Thr 


Gly 


Val 


Met 


Ser 


Ala 


Tyr 


Ala 


Met 


Cys 


Val 








580 










585 










590 






Arg 


Tyr 


Asp 


Gly 


Val 


Glu 


Val 


Asp 


Asp 


Ser 


Tyr 


Cys 


Asp 


Ala 


Leu 


Thr 






595 










600 










605 








Arg 


Pro 


Glu 


Pro 


Val 


His 


Glu 


Phe 


Cys 


Ala Gly Arg 


Glu 


Cys 


Gin 


Pro 




610 










615 










620 
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Arg 


Trp 


Glu 


Thr 


Ser 


Ser 


Trp 


Ser 


625 










630 






Gly Tyr 


Gin 


Phe 


Arg 


Val 


Val 


Arg 










645 








Phe 


Aso 


Ser 


Ser 


Val 


Tyr 


Ser 


Asp 








660 












Pro 


Glu 


Glu 


Arg 


Lys 


Thr 


Cys 






675 










680 


Trp 


Glu 


Met 


Ser 


Glu 


Trp 


Ser 


Glu 


690 










695 




Ser 


Val 


Val 


Thr 


Arg 


Asp 


He 


Arg 


705 










710 






Asp 


Pro 


Asn 


Thr 


Arg 


Pro 


Val 


Gly 










725 








Cys 


Asp 


Arg 


Gin 


Trp Thr 


Val 


Ser 








740 










Cys 


Gly Gin Gly 


Arg Thr 


He 


Arg 






755 










760 


Gly Arg 


Val 


Val 


Pro 


Glu 


Ser 


Gin 




770 










775 




Ala 


He 


His 


Pro 


Cys 


Gly 


Asp 


Lys 


785 










790 






Gin Asp 


Trp 


Glu 


Arg 


Cys 


Asn 


Thr 










805 








Arg 


Leu 


Val 


Leu 


Cys 


Met 


Glu 


Leu 








820 










Ser 


Gly 


Pro 


Glu 


Cys Gly 


Leu 


Ala 






835 










840 


Cys 


Phe 


Glu 


Arg 


Pro Cys 


Phe 


Lys 




850 










855 




Cys 


Thr 


Lys 


Thr 


Cys 


Gly 


Val 


Gly 


865 










870 






Tyr 


Gin 


Gly 


Thr 


Asp 


He 


Val 


Arg 










885 








Val 


Gly Arg 


Gin 


Ala 


Cys 


Asp 


Leu 








900 










Asp Asp 


Ser 


Cys 


Gin Asp 


Gin 


Pro 






915 










920 


Lys 


Val 


Asn 


Leu 


Cys 


Gly 


His 


Trp 




930 










935 




Ser 


Cys 


Arg 


Pro 


Pro 


His 


Ser 




945 










950 







Glu 


Cys 


Ser 


Arg 


Thr 


Cys Gly Glu 






635 










640 


Cys 


Trp 


Lys 


Met 


Leu 


Ser 


Pro Gly 




650 










655 




Leu 


Cys 


Glu 


Ala 


Ala 


Glu 


Ala 


Val 


665 










670 






Arg 


Asn 


Pro 


Ala 


Cys 


Gly 


Pro 


Gin 










685 








Cys 


Thr 


Ala 


Lys Cys 


Gly Glu Arg 








700 










Cys 


Ser 


Glu 


Asp 


Glu 


Lys 


Leu 


Cys 






715 










720 


Glu 


Lys 


Asn 


Cys 


Thr 


Gly 


Pro 


Pro 




730 










735 




Asp 


Trp Gly 


Pro 


Cys 


Ser 


Gly Ser 


745 










750 






His 


Val 


Tyr 


Cys 


Lys 


Thr 


Ser 


Asp 










765 








Cys 


Gin 


Met 


Glu 


Thr 


Lys 


Pro 


Leu 








780 










Asn 


Cys 


Pro 


Ala 


His 


Trp 


Leu 


Ala 






795 










800 


Thr 


Cys 


Gly Arg Gly 


Val 


Lys 


Lys 




810 










815 




Ala 


Asn Gly Lys 


Pro 


Gin 


Thr 


Arg 


825 










830 






Lys 


Lys 


Pro 


Pro 


Glu 


Glu 


Ser 


Thr 










845 








Trp 


Tyr 


Thr 


Ser 


Pro 


Trp Ser Glu 








860 










Val 


Arg 


Met 


Arg Asp 


Val 


Lys 


Cys 






875 










880 


Gly 


Cys 


Asp 


Pro 


Leu 


Val 


Lys 


Pro 




890 










895 




Gin 


Pro 


Cys 


Pro 


Thr 


Glu 


Pro 


Pro 


905 










910 






Gly 


Thr 


Asn 


Cys 


Ala 


Leu 


Ala 


lie 










925 








Tyr 


Tyr 


Ser 


Lys 


Ala 


Cys 


Cys 


Arg 



940 



<210> 7 

<211> 5774 

<212> DNA 

<213> Homo sapien 



<400> 7 

gtcactttgg ttgatagcag ccgctctggt agaggttagg acttcagctg atggacaagc 

tggtaatgaa gaaatggtgc aaatagattt accaataaag agatatagag agtatgagct 12 0 

ggtgactcca gtcagcacaa atctagaagg acgctatctc tcccatactc tttctgcgag 180 

tcacaaaaag aggtcagcga gggacgtgtc ttccaaccct gagcagttgt fcctttaacat 24 0 

cacggcattt ggaaaagatt ttcatctgcg actaaagccc aacactcaac tagtagctcc 300 

tggggctgtt gtggagtggc atgagacatc tctggfcgcct gggaatataa ccgatcccrat 36 0 



60 
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taacaaccat 

taactgtgct 

ctgtgatggt 

ggaaagaggt 

agctgtagaa 

ggaaggcctt 

aatgagacgc 

ggatgactct 

aatgaacatt 

cctggtgcgc 

cccatccaga 

caaccactct 

tggaatgcaa 

gaatcatgag 

gggaatggag 

catggctccc 

agaactgaaa 

ttggcctaaa 

tgattttggt 

gctgtggtgt 

tgatgggact 

tgctaatcag 

tcggacatgt 

caatggtggt 

atgccaaaaa 

tgaataccag 

atgccacctt 

gcatgatgga 

tgtgaaagtg 

ctgtggagga 

gaagcttggg 

agaagacgag 

tttaaatggc 

ggattataac 

tgttattgtt 

catcatccat 

agatactttt 

tttccagtac 

cttctgtgag 

tacacatcca 

tggctatcag 

tgtgcacagc 

gccctgccct 

aggaacggag 

tgagtcggtc 

gtccatattc 

gttatgttgt 

agctgctgaa 

gatgcctaca 

tagcatctct 

tgatggtgct 

ggtcaccgta 

ggctgctgct 

ctcaaagaaa 

aagatgagaa 



caaccaggaa 
tatgttggtg 
ctggctggaa 
aaacagatgg 
caggctccca 
gatgatctag 
cgcagacacg 
gtggtccgtt 
gtgaatgaaa 
atgataatgc 
agcttggaga 
gaacaccatg 
ggatatgctc 
gatggttttt 
catgatggac 
ttggtacaag 
agatatatcc 
ctcccagaac 
gttggctata 
agccatcctg 
gaatgtgctg 
caaaaacaag 
ggaactggtg 
caggattgtc 
cactttgagg 
aataccaaac 
tactgtcagt 
acgcactgtt 
ggctgtgata 
gataattccc 
taccttaaga 
gcttctcctc 
aaaggggagg 
attgaagatg 
ttgattatac 
gaagactctg 
gagtgggctt 
actaaatatg 
gccaacaaaa 
ctctgggtag 
cttcgcactg 
aaatactgca 
gcacagtgga 
gtgaggcagg 
agagcctgtc 
tgtcaaatgg 
gagtcctgca 
actcatgatg 
tctttggttc 
tcagtgggag 
aatttacgcc 
ccatcctccc 
tccttctttg 
gatggaaaga 
agtgaaccaa 



gtgctacgta 
acatcgtgga 
tgataaaaag 
aggaagaaaa 
tagacatgtc 
gtactgttta 
cgggagaaaa 
tccatggcaa 
tttaccatga 
tgggatatgc 
atgtgtgtcg 
accatgcaat 
cagtcaccgg 
catctgctct 
aaggcaacag 
cagcattcca 
attcctatga 
ttcctggaat 
aaatgtgcac 
ataatcccta 
ctggaaaatg 
atggcaattg 
ttcgtttcag 
ctggtgttaa 
acttcagagc 
accactggtt 
ccaaggagac 
cttacaaaga 
aagaaattgg 
actgccgaac 
tgtttgatat 
atattcttgc 
aagccaagtc 
acattgaaag 
ctcaagaaaa 
tacctacaat 
tgaagagctg 
gatgccgtag 
agccgaaacc 
cagaagaatg 
tacgctgcct 
tgggtgaccg 
aaacaggacc 
tcctctgcag 
aactgcctcc 
aagtgttggc 
gcaagcgcag 
atgtcatctc 
cttatcattc 
gtccaaatgc 
agaggagtgc 
cacccaccaa 
cagccagtga 
tcattgacaa 
aaaggctaga 



tagaatccgg 
cattccagga 
tgataatgaa 
aggaaggatt 
caaagacttc 
tggcaacatc 
cgattacaat 
agagcacgtc 
tgagtccctc 
aaagtccatc 
ctgggcgtcc 
ttttttaacc 
catgtgtcat 
tgtagtagcc 
gtgtggtgat 
tcgttaccac 
ctgtctcctt 
caattattct 
cgcgttccga 
cttttgtaag 
gtgctataag 
ggggtcatgg 
aacacgccag 
ttttgagtac 
acagcagtgt 
gccatatgaa 
tggagatgtt 
tccatatagc 
ttctaataag 
cgtgaagggg 
accccctggg 
tattaagaac 
gcggaccttc 
tcttcacacc 
tgatacccgc 
caacagcaac 
gtctcaggtt 
gaaaagtgat 
tattagacga 
ggaacactgc 
tcagccactc 
tcccgagagc 
ctggagtgag 
ggctggggac 
ttgtaatgat 
acgatactgc 
tagcaccctg 
taaccctagt 
agagacccct 
atatgctgct 
tcagcaagca 

gagggtccac 

ttcaataggt 
cagacgtccg 
aaccagagga 



aaaacagagc 
acctctgttg 
gagtatttca 
catgttgtct 
cactacagag 
caccagcagc 
atcgaggtac 
caaaactacc 
ggagtgcata 
agcctcatag 
caacagcaaa 
aggcaagact 
ccagtgagaa 
catgaaacgg 
gagactgcta 
tggtcccgat 
gatgaccctt 
atggatgagc 
acctttgacc 
actaaaaagg 
ggtcattgca 
actaaatttg 
tgcaataatc 
cagctttgta 
cagcagcgaa 
catcctgacc 
gcttacatga 
atatgtgtgc 
gttgaggata 
acatttacca 
gctagacatg 
caggctacag 
atagatcttg 
gatggacctt 
tctagcctga 
aatgtcatcc 
tccaaaccct 
aataaaatgg 
atgtgcaata 
accaaaacct 
cttgatggca 
cgccggccct 
tgttcagtga 
cactgtgatg 
gaaccatgtc 
tccataccag 
ccaccaccat 
gacctcccta 
gcaaagaaga 
ttcaggccaa 
ggaagtaaga 
ctcagttcag 
gcttcttctc 
acaagatcat 
aaacctggac 



ctttgcagac 

ccatcagcaa 

ttgaaccctt 

acaagagatc 

agtcggacct 

tgaatgaaac 

tgctgggagt 

tcctgaccct 

taaatgtggt 

aaaggggaaa 

gatctgatct 

ttggacctgc 

gttgtaccct 

gccatgtgtt 

tgggaagtgt 

gcagtggtca 

ttgatcatga 

aatgtcgttt 

catgtaaaca 

gacctccact 

tgtggaagaa 

gctcctgttc 

ccatgcccat 

acacagaaga 

actcccactt 

ccaagaaaag 

aacaactggt 

gaggagagtg 

agtgtggcgt 

gaactcccag 

tgttaatcca 

gccattatat 

gtgtggagtg 

tacatgatcc 

catataagta 

aggaagaatt 

gtggtggagg 

tccatcgcag 

ttcaagagtg 

gtggaagttc 

ccaaccgctc 

gtaacagagt 

cctgcggtga 

gtgaaaagcc 

tgggagacaa 

gttataacaa 

accttctaga 

gatctctagt 

tgtctttgag 

acagtaaacc 

ctgtgagact 

cttcacaaat 

aggcaagaac 

ccaccttaga 

aacctctctc 



420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
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-ttcccatggt gcatatgctt gtttaaagtg gaaatctcta tagatogtca gctcatttta 3720 

tctgtaattg gaagaacaga aagtgctggc tcactttcta gttgctttca tcctcctttt 3780 

gttctgcatt gactcattta ccagaattca ttggaagaaa tcaccaaaga ttattacaaa 3840 

agaaaaatat gttgctaaga ttgtgttggt cgctctctga agcagaaaag ggactggaac 3 900 

caattgtgca tatcagctga ctttttgttt gttttagaaa agttacagta aaaattaaaa 3960 

agagatacca atggtttaca ctttaacaag aaattttgga tatggaacaa agaattctta 4020 

gacttgtatt cctatttatc tatattagaa atattgtatg agcaaatttg cagctgttgt 4080 

gtaaatactg tatattgcaa aaatcagtat tattttaaga gatgtgtfcct caaatgattg 4140 

tttactatat tacatttctg gatgttctag gtgcctgtcg ttgagtattg ccttgtttga 4200 

cattctatag gttaattttc aaagcagagt attacaaaag agaagttaga attacagcta 426 0 

t:tgacaatat aaagggtttt gttgaatcaa caatgtgata cgtaaattat agaaaaagaa 4320 

aagaaacaca aaagctatag atatacagat atcagcttac ctattgcctt ctatacttat 4 380 

aatttaaagg attggtgtct tagtacactt gtggtcacag ggatcaacga atagtaaata 444 0 

atgaactcgt gcaagacaaa actgaaaccc tctttccagg acctcagtag gcaocgttga 4500 

ggtgtccttt gtttttgtgt gtgtgtgttc ttttttaatt ttcgcattgt tgacagatac 45€0 

aaacagttat actcaatgta ccgtaataat ogcaaaggaa aaagttttgg gataacttat 4620 

ttgtacgctg gtagctgaga aaaatatcat cagtctagaa ttgatatttg agtatagtag 4680 

agctttgggg ctttgaaggc aggttcaaga aagcatatgt cgatggttga gatatttatt 4740 

ttccatatgg ttcatgtcca aatgttcaca accacaatgc atctgactgc aataatgtgc 4 800 

taataattta tgtcagtagt caccttgctc acagcaaagc cagaaatgct ctctccaggg 4860 

agtagatgta aagtacttgt acatagaact cagaactgaa gatatttatt aaaagttgat 4 920 

ttttttttct tgatagtatt tttatgtact aaatatttac actaatatca attacatatt 4 980 

ttggtaaact agagagacat aattagagat gcatgctttg ttctgtgcat agagaccttt 5 040 

aagcaaacta ctacagccaa ctcaaaagct aaaactgaac aaatttgatg ttatgcaaac 5100 

atcttgcatt tttagtagtt gatattaagt tgatgacttg tttcccttca aggaaacatt 5160 

aaattgtatg gactcagcta gctgttcaat gaaattgtga attagaaaca tttttaaaag 522 0 

tttttgaaag agataagtgc atcatgaatt acatgtacat gagaggagat agtgatatca 528 0 

gcataatgat tttgaggtca gtacctgagc tgtctaaaaa tatattatac aaactaaaat 534 0 

gtagatgaat taacctctca aagcacagaa tgtgcaagaa cttttgcatt ttaatcgttg 5400 

taaactaaca gcttaaacta ttgactctat acctctaaag aattgctgct actttgtgca 5460 

agaactttga aggtcaaatt aggcaaattc cagatagtaa aacaatccct aagccttaag 5520 

tctttttttt ttcctaaaaa ttcccataga ataaaattct ctctagttta cttgtgtgtg 5580 

catacatctc atccacaggg gaagataaag atggtcacac aaacagtttc cataaagatg 564 0 

tacatattca ttatacttct gacctttggg ctttcttttc tactaagcta aaaattcctt ^5700 

tttatcaaag tgtacactac tgatgctgtt tgttgtactg agagcacgta ccaataaaaa 57-60 

tgttaacaaa atat 5774 



<210> 8 

<211> 1201 

<212> PRT 

<213> Homo sapien 



<400> 8 
Ser Leu Trp Leu 
1 

Asp Gly Gin Ala 
20 

Lys Arg Tyr Arg 
35 

Glu Gly Arg Tyr 
50 

Ser Ala Arg Asp 
65 

Thr Ala Phe Gly 



He Ala Ala Ala 
5 

Gly Asn Glu Glu 

Glu Tyr Glu Leu 
40 

Leu Ser His Thr 
55 

Val Ser Ser Asn 
70 

Lys Asp Phe His 
85 



Leu Val Glu Val 
10 

Met Val Gin He 
25 

Val Thr Pro Val 

Leu Ser Ala Ser 
60 

Pro Glu Gin Leu 
75 

Leu Arg Leu Lys 
90 



Arg Thr Ser Ala 
15 

Asp Leu Pro He 
30 

Ser Thr Asn Leu 
45 

His Lys Lys Arg 

Phe Phe Asn He 
80 

Pro Asn Thr Gin 
95 
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Leu 


Val 


Ala 


Pro 


Gly 


Ala 


Val 


Val 


Glu 


Trp 


His 


<51u 


Thr 


Ser 


Leu Val 








100 










105 










110 




Pro 


Gly 


Asn 


He 


Thr 


Asp 


Pro 


lie 


Asn 


Asn 


His 


Gin 


Pro 


Gly 


Ser Ala 






115 










120 










125 






Thr 


Tyr 


Arg 


He 


Arg 


Lys 


Thr 


Glu 


Pro 


Leu 


Gin 


Thr 


Asn Cys Ala Tyr 




130 










135 










140 








Val 


Gly 


Asp 


He 


Val 


Asp 


He 


Pro 


Gly 


Thr 


Ser 


Val 


Ala 


He 


Ser Asn 


145 










150 










155 








160 


Cys 


Asp 


Gly 


Leu 


Ala 


Gly 


Met 


He 


Lys 


Ser 


Asp 


Asn 


Glu 


Glu 


Tyr Phe 










165 










170 










175 


He 


Glu 


Pro 


Leu 


Glu 


Arg 


Gly 


Lys 


Gin 


Met 


Glu 


Glu 


Glu 


Lys 


Gly Arg 








180 










185 










190 




He 


His 


Val 


val 


Tyr 


Lys 


Arg 


Ser 


Ala 


Val 


Glu 


Gin 


Ala 


Pro 


He Asp 






195 










200 










205 






Met 


Ser 


Lys 


Asp 


Phe 


His 


Tyr 


Arg 


Glu 


Ser 


Asp 


Leu 


Glu Gly Leu Asp 




210 










215 










220 








Asp 


Leu 


Gly 


Thr 


Val 


Tyr 


Gly 


Asn 


He 


His 


Gin 


Gin 


Leu 


Asn 


Glu Thr 


225 










230 










235 








240 


Met 


Arg 


Arg 


Arg 


Arg 


His 


Ala 


Gly 


Glu 


Asn 


Asp 


Tyr 


Asn 


lie 


Glu Val 










245 










250 










255 


Leu 


Leu 


Gly 


Val 


Asp 


Asp 


Ser 


Val 


Val 


Arg 


Phe 


His 


Gly 


Lys 


Glu His 








260 










265 










270 




Val 


Gin 


Asn 


Tyr 


Leu 


Leu 


Thr 


Leu 


Met 


Asn 


lie 


Val 


Asn 


Glu 


He Tyr 






275 










280 










285 






His 


Asp 


Glu 


Ser 


Leu 


Gly 


Val 


His 


He 


Asn 


Val 


Val 


Leu 


Val 


Arg Met 




290 










295 










300 








He 


Met 


Leu 


Gly 


Tyr 


Ala 


Lys 


Ser 


He 


Ser 


Leu 


He 


Glu Arg Gly Asn 


305 










310 










315 








320 


Pro 


Ser 


Arg 


Ser 


Leu 


Glu 


Asn 


Val 


Cys 


Arg 


Trp 


Ala 


Ser 


Gin 


Gin Gin 










325 










330 










335 


Arg 


Ser 


Asp 


Leu 


Asn 


His 


Ser 


Glu 


His 


His 


Asp 


His 


Ala 


He 


Phe Leu 








340 










345 










350 




Thr 


Arg 


Gin 


Asp 


Phe 


Gly 


Pro 


Ala 


Gly 


Met 


Gin 


Gly 


Tyr 


Ala 


Pro Val 






355 










360 










365 






Thr 


Gly 


Met 


Cys 


His 


Pro 


Val 


Arg 


Ser 


Cys 


Thr 


Leu 


Asn 


His 


Glu Asp 




370 










375 










380 








Gly 


Phe 


Ser 


Ser 


Ala 


Phe 


Val 


Val 


Ala 


His 


Glu 


Thr 


Gly His Val Leu 


385 










390 










395 








400 


Gly 


Met 


Glu 


His 


Asp 


Gly 


Gin 


Gly 


Asn 


Arg 


Cys 


Gly 


Asp 


Glu 


Thr Ala 










405 










410 










415 


Met 


Gly 


Ser 


Val 


Met 


Ala 


Pro 


Leu 


Val 


Gin 


Ala 


Ala 


Phe 


His 


Arg Tyr 








420 










425 










430 




His 


Trp 


Ser 


Arg 


Cys 


Ser 


Gly 


Gin 


Glu 


Leu 


Lys 


Arg 


Tyr 


He 


His Ser 






435 










440 










445 






Tyr 


Asp 


Cys 


Leu 


Leu 


Asp 


Asp 


Pro 


Phe 


Asp 


His 


Asp 


Trp 


Pro 


Lys Leu 




450 










455 










460 








Pro 


Glu 


Leu 


Pro 


Gly 


He 


Asn 


Tyr 


Ser 


Met 


Asp 


Glu 


Gin 


Cys 


Arg Phe 


465 










470 










475 








480 


Asp 


Phe 


Gly 


Val 


Gly 


Tyr 


Lys 


Met 


Cys 


Thr 


Ala 


Phe 


Arg 


Thr 


Phe Asp 










485 










490 










495 


Pro 


Cys 


Lys 


Gin 


Leu 


Trp 


Cys 


Ser 


His 


Pro Asp 


Asn 


Pro 


Tyr 


Phe Cys 








500 










505 










510 




Lys 


Thr 


Lys 


Lys 


Gly 


Pro 


Pro 


Leu 


Asp 


Gly 


Thr 


Glu 


Cys 


Ala 


Ala Gly 






515 










520 










525 






Lys 


Trp 


Cys 


Tyr 


Lys 


Gly 


His 


Cys 


Met 


Trp 


Lys 


Asn 


Ala 


Asn 


Gin Gin 
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530 










535 










540 










Lys 


Gin 


Asp Gly Asn 


Trp 


Gly 


Ser 


Trp 


Thr 


Lys 


Phe Gly Ser Cys 


Ser 


545 










550 










555 










560 


Arg 


Thr 


Cys 


Gly Thr 


Gly Val 


Arg 


Phe 


Arg 


Thr 


Arg 


Gin 


Cys 


Asn 


Asn 










565 










570 










575 




Pro 


Met 


Pro 


He 


Asn 


Gly Gly Gin 


Asp 


Cys 


Pro 


Gly Val 


Asn 


Phe 


Glu 








580 










585 










590 






Tvr 


Gin 


Leu 
595 


Cys 


Asn 


Thr 


Glu 


Glu 
600 


Cys 


Gin 


Lys 


His 


Phe 
605 


Glu 


Asp 


Phe 




Ala 
610 


Gin 


Gin 


Cvs 


Gin 


Gin 
615 


Arg 


Asn 


Ser 


His 


Phe 
620 


Glu 


Tyr 


Gin 


Asn 


Thr 


Lvs 


His 


His 


Tro 


Leu 


Pro 


Tyr 


Glu 


His 


Pro 


Asp 


Pro 


Lys 


Lys 


Arg 


625 










630 










635 










640 


Cys 


His 


Leu 


Tyr 


Cys 
645 


Gin 


Ser 


Lys 


Glu 


Thr 
650 


Gly 


Asp 


Val 


Ala 


Tyr 
655 


Met 


Lys 


Gin 


Leu 


Val 


His 


Asp 


Gly Thr 


His 


Cys 


Ser Tyr 


Lys 


Asp 


Pro 


Tvr 








660 










665 










670 






Ser 


lie 


Cys 


Val 


Ara 


Gly Glu 


Cys 


Val 


Lys 


Val 


Gly 


Cys 


Asp 


Lys 


Glu 






675 










680 










685 








lie 


Glv 


Ser 


Asn 


Lys 


Val 


Glu 


Asp 


Lys 


Cys 


Gly Val 


Cys 


Gly 


Gly 


Asd 




690 










695 










700 










Asn 


Ser 


His 


Cys 


Ara 


Thr 


Val 


Lvs 


Gly Thr 


Phe 


Thr 


Arg 


Thr 


Pro 


Ara 


705 










710 










715 










720 


Lys 


Leu 


Gly Tyr 


Leu 


Lys 


Met 


Phe 


Asp 


lie 


Pro 


Pro Gly Ala Arg 


His 










725 










730 










735 




Val 


Leu 


He 


Gin 
740 


Glu 


Asp 


Glu 


Ala 


Ser 
74 5 


Pro 


His 


He 


Leu 


Ala 
750 


He 


Lvs 


Asn 


Gin 


Ala 


Thr 


Gly 


His 


Tyr 


He 


Leu 


Asn 


Gly 


Lys 


Gly Glu 


Glu 


Ala 






755 










760 










765 








Lvs 


Ser 


Arg 


Thr 


Phe 


He 


Asp 


Leu 


Gly Val 


Glu 


Trp 


Asp 


Tyr 


Asn 


He 




770 










775 










780 










Glu 


Asn 


Asp 


He 


Glu 


Ser 


Leu 


His 


Thr 


Asp Gly 


Pro 


Leu 


His 


Asp 


Pro 


785 










790 










795 










800 


Val 


lie 


Val 


Leu 


He 
805 


He 


Pro 


Gin 


Glu 


Asn 
810 


Asp 


Thr 


Arg 


Ser 


Ser 
815 


Leu 


Thr 


Tyr 


Lys 


Tyr 
820 


He 


He 


His 


Glu 


Asp 
825 


Ser 


Val 


Pro 


Thr 


He 
830 


Asn 


Ser 


Asn 


Asn 


Val 
835 


He 


Gin 


Glu 


Glu 


Leu 
840 


Asp 


Thr 


Phe 


Glu 


Trp 
845 


Ala 


Leu 


Lys 


Ser 


Trp 


Ser 


Gin 


Val 


Ser 


Lys 


Pro 


Cys 


Gly Gly -Gly 


Phe 


Gin 


Tyr 


Thr 




850 










855 










86 0 










Lys 


Tyr 


Gly Cys 


Arg 


Arg 


Lys 


Ser 


Asp 


Asn 


Lys 


Met 


Val 


His 


Arg 


Ser 


865 










870 










875 










880 


Phe 


Cys 


Glu 


Ala 


Asn 
885 


Lys 


Lys 


Pro 


Lys 


Pro 
890 


He 


Arg 


Arg 


Met 


Cys 
895 


Asn 


lie 


Gin 


Glu 


Cys 


Thr 


His 


Pro 


Leu 


Trp 


Val 


Ala 


Glu 


Glu 


Trp <31u 


His 








900 










905 










910 






Cys 


Thr 


Lys 


Thr 


Cys 


Gly Ser 


Ser 


Gly Tyr Gin 


Leu 


Arg 


Thr 


Val 


Arg 






915 










920 










925 








Cys 


Leu 


Gin 


Pro 


Leu 


Leu Asp Gly 


Thr 


Asn 


Arg 


Ser 


Val 


His 


Ser 


Lys 




930 










935 










940 










Tyr 


Cys 


Met 


Gly Asp 


Arg 


Pro 


Glu 


Ser 


Arg 


Arg 


Pro 


Cys 


Asn 


Arg 


Val 


945 










950 










955 










96 0 


Pro 


Cys 


Pro 


Ala 


Gin 


Trp 


Lys 


Thr 


Gly Pro Trp 


Ser Glu Cys 


Ser 


Val 










965 










970 










975 
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Thr 


Cys Gly 


Glu 


Gly Thr Glu Val 


Arg 


Gin 


Val 


Leu 


Cys 


Arg 


Ala Gly 






980 






985 










990 




Asp 


His Cys 


Asp 


Gly Glu 


Lys Pro 


Glu 


Ser 


Val 


Arg 


Ala 


Cys 


Gin Leu 




995 






1000 








1005 




Pro 


Pro Cys 


Asn 


Asp Glu 


Pro Cys 


Leu 


Gly Asp Lys 


Ser 


He 


Phe Cys 




1010 






1015 








1020 






Gin 


Met Glu 


Val 


Leu Ala 


Arg Tyr 


Cys 


Ser 


He 


Pro Gly Tyr 


Asn Lys 


1025 




1030 






1035 






1041 


Leu Cys Cys 


Glu 


Ser Cys 


Ser Lys 


Arg 


Ser 


Ser 


Thr 


Leu 


Pro 


Pro Pro 








1045 






1050 








1055 


Tyx 


Leu Leu 


Glu 


Ala Ala 


Glu Thr 


His 


Asp 


Asp 


Val 


He 


Ser 


Asn Pro 






1060 




1065 








1070 


Ser 


Asp Leu 


Pro Arg Ser 


Leu Val 


Met 


Pro 


Thr 


Ser 


Leu 


Val 


Pro Tyr 




1075 




1080 








1085 




His 


Ser Glu 


Thr 


Pro Ala 


Lys Lys 


Met 


Ser 


Leu 


Ser 


Ser 


He 


Ser Ser 




1090 






1095 








1100 






Val 


Gly Gly 


Pro 


Asn Ala 


Tyr Ala 


Ala 


Phe 


Arg 


Pro 


Asn 


Ser 


Lys Pro 


1105 




1110 






1115 






112i 


Asp Gly Ala Asn Leu Arg Gin Arg 


Ser 


Ala 


Gin Gin Ala Gly 


Ser Lys 








1125 






1130 








1135 


Thr 


Val Arg 


Leu 


Val Thr 


Val Pro 


Ser 


Ser 


Pro 


Pro 


Thr 


Lys 


Arg Val 






1140 




1145 








1150 


His 


Leu Ser 


Ser 


Ala Ser 


Gin Met 


Ala 


Ala 


Ala 


Ser 


Phe 


Phe 


Ala Ala 




1155 




1160 








1165 




Ser 


Asp Ser 


He 


Gly Ala 


Ser Ser 


Gin 


Ala 


Arg 


Thr 


Ser 


Lys 


Lys Asp 




1170 






1175 








1180 






Gly 


Lys lie 


He 


Asp Asn 


Arg Arg 


Pro 


Thr 


Arg 


Ser 


Ser 


Thr 


Leu Glu 



1185 1190 1195 1200 

Arg 



<210> 9 
<211> 2868 
<212> DNA 
<213> Homo sapien 



<400> 9 

ggaattcgcg gccgcgtcga cgtcaatacc aactccgagc acacggccgt catcagcctc 60 

tgctcaggaa tgctgggcac attccggtct catgatgggg attattttat tgaaccacta 120 

cagtctatgg atgaacaaga agatgaagag gaacaaaaca aaccccacat catttatagg 180 

cgcagcgccc cccagagaga gccctcaaca ggaaggcatg catgtgacac ctcagaacac 24 0 

aaaaataggc acagtaaaga caagaagaaa accagagcaa gaaaatgggg agaaaggatt 300 

aacctggctg gtgacgtagc agcattaaac agcggcttag caacagaggc attttctgct 360 

tatggtaata agacggacaa cacaagagaa aagaggaccc acagaaggac aaaacgtttt 420 

ttatcctatc cacggtttgt agaagtcttg gtggtggcag acaacagaat ggtttcatac 480 

catggagaaa accttcaaca ctatatttta actttaatgt caattgatgg gccttccata 540 

tcttttaatg ctcagacaac attaaaaaac ctttgccagt ggcagcattc gaagaacagt 6 00 

ccaggtggaa tccatcatga tactgctgtt ctcttaacaa gacaggatat ctgcagagct 66 0 

cacgacaaat gtgatacctt aggcctggct gaactgggaa ccatttgtga tccctataga 72 0 

agctgttcta ttagtgaaga tagtggattg agtacagctt ttacgatcgc ccatgagctg 780 

ggccatgtgt ttaacatgcc tcatgatgac aacaacaaat gtaaagaaga aggagttaag 84 0 

agtccccagc atgtcatggc tccaacactg aacttctaca ccaacccctg gatgtggtca 900 

aagtgtagtc gaaaatatat cactgagttt ttagacactg gttatggcga gtgtttgctt 960 

aacgaacctg aatccagacc ctaccctttg cctgtccaac tgccaggcat cctttacaac 1020 

gtgaataaac aatgtgaatt gatttttgga ccaggttctc aggtgtgccc atatatgatg 1080 
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cagtgcagac ggctctggtg caataacgtc aatggagtac acaaaggctg ccggactcag 1140 

cacacaccct gggccgatgg gacggagtgc gagcctggaa agcactgcaa gtatggattt 1200 

tgtgttccca aagaaatgga tgtccccgtg acagatggat cctggggaag ttggagt-ccc 1260 

tttggaacct gctccagaac atgtggaggg ggcatcaaaa cagccattcg agagtgcaac 1320 

agaccagaac caaaaaatgg tggaaaatac tgtgtaggac gtagaatgaa atttaagtcc 1380 

tgcaacacgg agccatgcct caagcagaag cgagacttcc gagatgaaca gtgtgctcac 1440 

tttgacggga agcattttaa catcaacggt ctgcttccca atgtgcgctg ggtccctaaa 1500 

tacagtggaa ttctgatgaa ggaccggtgc aagttgttct gcagagtggc agggaacaca 156 0 

gcctactatc agcttcgaga cagagtgata gatggaactc cttgtggoca ggacacaaat 1620 

gatatctgtg tccagggcct ttgccggcaa gctggatgcg atcatgtttt aaactcaaaa 1680 

gcccggagag ataaatgtgg ggtttgtggt ggcgataatt cttcatgcaa aacagtggca 174 0 

ggaacattta atacagtaca ttatggttac aatactgtgg tccgaattcc agctggtgct 1800 

accaatattg atgtgcggca gcacagtttc tcaggggaaa cagacgatga caactactta 1860 

gctttatcaa gcagtaaagg tgaattcttg ctaaatggaa actttgttgt cacaatggcc 1920 

aaaagggaaa ttcgcattgg gaatgctgtg gtagagtaca gtgggtccga gactgccgta 1980 

gaaagaatta actcaacaga tcgcattgag caagaacttt tgctt-caggt tttgtcggtg 204 0 

ggaaagttgt acaaccccga tgtacgctat tctttcaata ttccaattga agataaacct 2100 

cagcagtttt actggaacag tcatgggcca tggcaagcat gcagtaaacc ctigccaaggg 2160 

gaacggaaac gaaaacttgt ttgcaccagg gaatctgatc agcttactgt ttctgatcaa 2220 

agatgcgatc ggctgcccca gcctggacac attactgaac cctgtggtac agactgtgac 2280 

ctgaggtggc atgttgccag caggagtgaa tgtagtgccc agtgtggctt gggttaccgc 234 0 

acattggaca tctactgtgc caaatatagc aggctggatg ggaagactga gaaggttgat 24 00 

gatggtcttt gcagcagcca tcccaaacca agcaaccgtg aaaaatgctc aggggaatgt 2460 

aacacgggtg gctggcgcta ttctgcctgg actgaatgtt caaaaagctg tgacggtggg 2520 

acccagagga gaagggctat ttgtgtcaat aoccgaaatg atgtactgga tgacagcaaa 2S80 

tgcacacatc aagagaaagt taccattcag aggtgcagtg agttccctcg tccacagtgg 264 0 

aaatctggag actggtcaga gtgcttggtc acccgtggaa aagggcataa gcaccgccag 2700 

gtctggtgtc agtttggtga agatcgatta aatgatagaa tgtgtgaccc agaggtcgac 2760 

gcggccgcga attccgccga tactgacggg ctccaggagt cgtcgccacc aatccccata 282 0 

tggaaaccgt cgatattcag ccatgtgcct tcaagccgaa ttccaggb 2868 

<210> 10 

<211> 958 

<212> PRT 

<213> Homo sapien 



<400> 10 



Gly 


He 


Arg 


Gly 


Arg 


Val 


Asp 


Val. 


Asn 


Thr 


Asn 


Ser 


Glu 


His Thr 


Ala 


1 








5 










10 








15 




Val 


He 


Ser 


Leu 
20 


Cys 


Ser 


Gly 


Met 


Leu 
25 


Gly 


Thr 


Phe 


Arg 


Ser His 
30 


Asp 


Gly 


Asp 


Tyr 
35 


Phe 


He 


Glu 


.Pro 


Leu 
40 


Gin 


Ser 


Met 


Asp 


Glu 
45 


Gin -Glu 


Asp 


Glu 


Glu 
50 


Glu 


Gin 


Asn 


Lys 


Pro 
55 


His 


He 


He 


Tyr 


Arg 
60 


Arg 


Ser Ala 


Pro 


Gin 


Arg 


Glu 


Pro 


Ser 


Thr 


Gly 


Arg 


His 


Ala 


Cys 


Asp 


Thr 


Ser Glu 


His 


65 










70 










75 








80 


Lys 


Asn 


Arg 


His 


Ser 
85 


Lys 


Asp 


Lys 


Lys 


Lys 
90 


Thr 


Arg 


Ala 


Arg Lys 
95 


Trp 


Gly 


Glu 


Arg 


He 
100 


Asn 


Leu 


Ala 


Gly 


Asp 
105 


Val 


Ala 


Ala 


Leu 


Asn Ser 
110 


Gly 


Leu 


Ala 


Thr 
115 


Glu 


Ala 


Phe 


Ser 


Ala 
120 


Tyr 


Gly 


Asn 


Lys 


Thr 
125 


Asp Asn 


Thr 


Arg 


Glu 
130 


Lys 


Arg 


Thr 


His 


Arg 
135 


Arg 


Thr 


Lys 


Arg 


Phe 
140 


Leu 


Ser Tyr 


Pro 
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Arg Phe Val Glu Val Leu Val Val Ala Asp Asn Arg Met Val Ser Tyr 
145 150 155 160 

His Gly Glu Asn Leu Gin His Tyr lie Leu Thr Leu Met Ser lie Asp 

165 170 175 

Gly Pro Ser lie Ser Phe Asn Ala Gin Thr Thr Leu Lys Asn Leu Cys 

180 185 190 

Gin Trp Gin His Ser Lys Asn Ser Pro Gly <31y lie His His Asp Thr 

195 200 205 

Ala Val Leu Leu Thr Arg Gin Asp lie Cys Arg Ala His Asp Lys Cys 

210 215 220 

Asp Thr Leu Gly Leu Ala Glu Leu Gly Thr lie Cys Asp Pro Tyr Arg 
225 230 235 240 

Ser Cys Ser lie Ser Glu Asp Ser Gly Leu Ser Thr Ala Phe Thr lie 

245 250 255 

Ala His Glu Leu Gly His Val Phe Asn Met Pro His Asp Asp Asn Asn 

260 265 270 

Lys Cys Lys Glu Glu Gly Val Lys Ser Pro Gin His Val Met Ala Pro 

275 280 285 

Thr Leu Asn Phe Tyr Thr Asn Pro Trp Met Trp Ser Lys Cys Ser Arg 

290 295 300 

Lys Tyr lie Thr Glu Phe Leu Asp Thr Gly Tyr Gly Glu Cys Leu Leu 
305 310 315 320 

Asn Glu Pro Glu Ser Arg Pro Tyr Pro Leu Pro Val Gin Leu Pro Gly 

325 330 335 

lie Leu Tyr Asn Val Asn Lys Gin Cys Glu Leu lie Phe Gly Pro Gly 

340 345 350 

Ser Gin Val Cys Pro Tyr Met Met Gin Cys Arg Arg Leu Trp Cys Asn 

355 360 365 

Asn Val Asn Gly Val His Lys Gly Cys Arg Thr Gin His Thr Pro Trp 

370 375 380 

Ala Asp Gly Thr Glu Cys Glu Pro Gly Lys His Cys Lys Tyr Gly Phe 
385 390 395 400 

Cys Val Pro Lys Glu Met Asp Val Pro Val Thr Asp Gly Ser Trp Gly 

405 410 415 

Ser Trp Ser Pro Phe Gly Thr Cys Ser Arg Thr Cys Gly Gly Gly lie 

420 425 430 

Lys Thr Ala lie Arg Glu Cys Asn Arg Pro Glu Pro Lys Asn Gly Gly 

435 440 445 

Lys Tyr Cys Val Gly Arg Arg Met Lys Phe Lys Ser Cys Asn Thr Glu 

450 455 460 

Pro Cys Leu Lys Gin Lys Arg Asp Phe Arg Asp Glu Gin Cys Ala His 
465 470 475 480 

Phe Asp Gly Lys His Phe Asn lie Asn Gly Leu Leu Pro Asn Val Arg 

485 490 495 

Trp Val Pro Lys Tyr Ser Gly lie Leu Met Lys Asp Arg Cys Lys Leu 

500 505 510 

Phe Cys Arg Val Ala Gly Asn Thr Ala Tyr Tyr Gin Leu Arg Asp Arg 

515 520 525 

Val lie Asp Gly Thr Pro Cys Gly Gin Asp Thr Asn Asp He Cys Val 

530 535 540 

Gin Gly Leu Cys Arg Gin Ala Gly Cys Asp His Val Leu Asn Ser Lys 
545 550 555 560 

Ala Arg Arg Asp Lys Cys Gly Val Cys Gly Gly Asp Asn Ser Ser Cys 

565 570 575 

Lys Thr Val Ala Gly Thr Phe Asn Thr Val His Tyr Gly Tyr Asn Thr 
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580 585 590 



Val 


Val 


Arg 


He 


Pro 


Ala 


Gly Ala 


Thr 


Asn He Asp 


Va 1 A-rri 
vai y 


m n 

OX11 


His 






595 










600 






D U J 






Ser 


Phe 


Ser 


Gly Glu 


Thr 


Asp 


Asp 


Asp 


Asn Tyr Leu 


Ala Leu 


Ser 


Ser 




O X U 










615 






620 








OC 1 


T.vrc; 


Gly Glu 


rue 


Leu 


Leu Asn Gly Asn Phe Val 


Val Thr 




Ala 












n 

D -3 U 








635 






O Tk \J 


Lys 


m y 


ulU 


11c 


Arg 


He 


Gly Asn Ala Val Val Glu 


Tyr Ser 


vjiy 


"Ser 










J 










650 








iJXU 




Ala 
Aid 


Val 


ulU 


Arg 


Tl » 

lie 


Asn 


Ser 


Thr Asp Arg 


Tip ri~\ n 

X X C w X Li 


Til n 
O X 11 


wX LI 








660 










665 




o / u 






iJCU 


T.oi i 


Leu 


Gin 


Val 




Ser 


Val 


Gly Lys Leu Tyr 


Asn Pro 


Asp 


val 






£71: 










680 






685 






Arg 


A / r 


O "V- 

ser 


Phe 


Asn 


Tip 
X X c 


Pro 


He 


Glu 


Asp Lys Pro 


Gin Gin 




iyr 




con 
b y U 










695 






700 








irp 




Ser 


His 


Gly 


Jtr X VJ 


Trp 


Gin 


Ala 


Cys Ser Lys 


Pro Cys 


Gin 


uly 


*7n c 
/Ub 










71 ft 

/ x U 








715 






72 0 


UlU 


Arg 


Lys 


Arg 


Lys 


Leu 


Val 


Cys 


Thr 


Arg Glu Ser 


Asp Gin 


Leu 


± nr 










725 










730 




735 




val 


Ser 


Asp 


Gin 


Arg 


Cys 


Asp 


Arg 


Leu 


Pro Gin Pro Gly His 


He 


i nr 








740 










745 




750 






OX U 


Pro 


Cys 


Gly Thr 


Asp 


Cys 


Asp 


Leu Arg Trp His Val Ala 


Ser 


Arg 






755 










760 






765 






OCX 


Glu 


Cys 


Ser 


Ala 


Gin 


Cys 


Gly Leu Gly Tyr Arg Thr Leu Asp 


i ie 




770 










775 






780 








TVrr 

iyr 


Cys 


Ala 


Lys 


Tyr 


Ser 


Arg 


Leu 


Asp 


Gly Lys Thr 


Glu Lys 


Val 


Asp 


•7DC 










790 








795 






a r\ r\ 
oUU 


Asp 


Gly 


Phe 


Cys 


Ser 


Ser 


His 


Pro 


Lys 


Pro Ser Asn Arg Glu 


Lys 


Cys 










805 










810 




815 




Ser 


Gly Glu 


Cys 


Asn 


Thr Gly Gly Trp Arg Tyr Ser 


Ala Trp 


Thr 


UlU 








820 










825 




830 






(Vg 


Ser 


Lys 


Ser 


Cys 


Asp Gly Gly Thr Gin Arg Arg Arg Ala 


He 








835 










840 






845 






Val 


Asn 


Thr 


Arg 


Asn 


Asp 


Val 


Leu 


Asp 


Asp Ser Lys 


Cys Thr 


His 


Gin 




850 










855 






860 








Glu 


Lys 


Val 


Thr 


He 


Gin Arg 


Cys 


Ser 


Glu Phe Pro 


Cys Pro 


Gin 




865 










870 








875 






ft Rn 

o o w 


Lvs 


Ser 


Gly Asp Trp 


Ser 


Glu 


Cys 


Leu 


Val Thr Cys 


Gly Lys 


Gly 


His 










885 










890 




895 




Lys 


His 


Arg 


Gin 


Val 


Trp 


Cys 


Gin 


Phe 


Gly Glu Asp Arg Leu Asn 


Asp 








900 










905 




910 






Arg 


Met 


Cys 


Asp 


Pro 


Glu 


Val 


Asp 


Ala 


Ala Ala Asn 


Ser Ala 


Asp 


Thr 






915 










920 






925 






Asp 


Gly Leu 


Gin 


Glu 


Ser 


Ser 


Pro 


Pro 


He Pro He 


Trp Lys 


Pro 


Ser 




930 










935 






940 








He 


Phe 


Ser 


His 


Val 


Pro 


Ser 


Ser 


Arg 


He Pro Phe 


He Gly 






945 










950 








955 









<210> 11 

<211> 4303 

<212> DNA 

<213> Homo sapien 

<400> 11 

cacatatgea cgagagagac agaggaggaa agagacagag acaaaggcac ageggaagaa 60 
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ggcagagaca gggcaggcac agaagcggcc cagacagagt cctacagagg gagaggccag 120 

agaagctgca gaagacacag gcagggagag acaaagatcc aggaaaggag ggctcaggag 180 

gagagtttgg agaagccaga cccctgggca cctctcccaa gcccaaggac taagttttct 240 

ccatttcctt taacggtcct cagcccttct gaaaactttg cctctgacct tggcaggagt 300 

ccaagccccc aggctacaga gaggagcttt ccaaagctag ggtgtggagg acttggtgcc 360 

ctagacggcc tcagtccctc ccagctgcag taccagtgcc atgtcccaga caggctcgca 420 

tcccgggagg ggcttggcag ggcgctggct gtggggagcc caaccctgcc tcctgctccc 48 0 

cattgtgccg ctcccctggc tggtgtggct gcttctgcta ctgctggcct ctctcctgcc 540 

ctcagcccgg ctggccagcc ccctcccccg ggaggaggag atcgtgtttc cagagaagct 600 

caacggcagc gtcctgcctg gctcgggcac ccctgccagg ctgttgtgcc gcttgcaggc 660 

ctttggggag acgctgctac tagagctgga gcaggactcc ggtgtgcagg tcgaggggct 720 

gacagtgcag tacctgggcc aggcgcctga gctgctgggt ggagcagagc ctggcaccta 78 0 

cctgactggc accatcaatg gagatccgga gtcggtggca tctctgcact gggatggggg 840 

agccctgtta ggcgtgttac aatatcgggg ggctgaactc cacctccagc ccctggaggg 900 

aggcacccct aactctgctg ggggacctgg ggctcacatc ctacgccgga agagtcctgc 960 

cagcggtcaa ggtcccatgt gcaacgtcaa ggctcctctt ggaagcccca gccccagacc 1020 

ccgaagagcc aagcgctttg cttcactgag tagatttgtg gagacactgg tggtggcaga 1080 

tgacaagatg gccgcattcc acggtgcggg gctaaagcgc tacctgctaa cagtgatggc 1140 

agcagcagcc aaggccttca agcacccaag catccgcaat cctgtcagct tggtggtgac 12 00 

tcggctagtg atcctggggt caggcgagga ggggccccaa gtggggccca gtgctgccca 1260 

gaccctgcgc agcttctgtg cctggcagcg gggcctcaac acccctgagg actcggaccc 1320 

tgaccacttt gacacagcca ttctgtttac ccgtcaggac ctgtgtggag tctccacttg 1380 

cgacacgctg ggtatggctg atgtgggcac cgtctgtgac ccggctcgga gctgtgccat 144 0 

tgtggaggat gatgggctcc agtcagcctt cactgctgct catgaactgg gtcatgtctt 1500 

caacatgctc catgacaact ccaagccatg catcagtttg aatgggcctt tgagcacctc 156 0 

tcgccatgtc atggcccctg tgatggctca tgtggatcct gaggagccct ggtccccctg 1620 

cagtgcccgc ttcatcactg acttcctgga caatggctat gggcactgtc tcttagacaa 1680 

accagaggct ccattgcatc tgcctgtgac tttccctggc aaggactatg atgctgaccg 174 0 

ccagtgccag ctgaccttcg ggcccgactc acgccattgt ccacagctgc cgccgccctg 1800 

tgctgccctc tggtgctctg gccacctcaa tggccatgcc atgtgccaga ccaaacactc 1860 

gccctgggcc gatggcacac cctgcgggcc cgcacaggcc tgcatgggtg gtcgctgcct 1920 

ccacatggac cagctccagg acttcaatat tccacaggct ggtggctggg gtccttgggg 198 0 

accatggggt gactgctctc ggacctgtgg gggtggtgtc cagttctcct cccgagactg 204 0 

cacgaggcct gtcccccgga atggtggcaa gtactgtgag ggccgccgta cccgcttccg 2100 

ctcctgcaac actgaggact gcccaactgg ctcagccctg accttccgcg aggagcagtg 2160 

tgctgcctac aaccaccgca ccgacctctt caagagcttc ccagggccca tggactgggt 222 0 

tcctcgctac acaggcgtgg ccccccagga ccagtgcaaa ctcacctgcc aggcccgggc 2280 

actgggctac tactatgtgc tggagccacg ggtggtagat gggaccccct gttccccgga 2340 

cagctcctcg gtccgtgtcc agggccgatg catccatgct ggctgtgatc gcatcattgg 24 00 

ctccaagaag aagtttgaca agtgcatggt gtgcggaggg gacggttctg gttgcagcaa 24 6 0 

gcagtcaggc tccttcagga aattcaggta cggatacaac aatgtggtca ctatccccgc 2520 

gggggccacc cacattcttg tccggcagca gggaaaccct ggccaccgga gcatctactt 2580 

ggccctgaag ctgccagatg gctcctatgc cctcaatggt gaatacacgc tgatgccctc 264 0 

ccccacagat gtggtactgc ctggggcagt cagcttgcgc tacagcgggg ccactgcagc 2700 

ctcagagaca ctgtcaggcc atgggccact ggcccagcct ttgacactgc aagtcctagt 276 0 

ggctggcaac ccccaggaca cacgcctccg atacagcttc ttcgtgcccc ggccgacccc 2820 

ttcaacgcca cgccccactc cccaggactg gctgcaccga agagcacaga ttctggagat 288 0 

ccttcggcgg cgcccctggg cgggcaggaa ataacctcac tatcccggct gccctttctg 2940 

ggcaccgggg cctcggactt agctgggaga aagagagagc ttctgttgct gcctcatgct 3000 

aagactcagt ggggaggggc tgtgggcgtg agacctgccc ctcctctctg ccctaatgcg 3 06 0 

caggctggcc ctgccctggt ttcctgccct gggaggcagt gatgggttag tggatggaag 3120 

gggctgacag acagccctcc atctaaactg ccccctctgc cctgegggtc acaggaggga 318 0 

gggggaaggc agggagggcc tgggccccag ttgtatttat ttagtattta ttcactttta 3240 

tttagcacca gggaagggga caaggactag ggtcctgggg aacccgaccc ctgacccctc 33 00 

atagccctca ccctggggct aggaaatcca gggtggtggt gacaggtaca agtggtgtgt 336 0 
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gtatgcgtgt gtgtgtgtgt gtgaaaatgt gtgtgtgctt atgtatgagg tacaacctgt 
tctgctttcc tcttcctgaa ttttattttc tgggaaaaga aaagtcaagg gtagggtggg 
ccttcaggga gtgagggatt atcttttttt ttttttcttt ctttctttct tttttttttt 
tgagacagaa tctcgctctg tcgcccaggc tggagtgcaa cggcacaatc tcggctcact 
gcatcctccg cctcccgggt tcaagtgatt ctcatgcctc agcctcctga gtagctggga 
ttacaggccc ctgccaccac gcccagctaa tttttgtttt gttttgtttg gagacagagt 
ctcgctattg ccaccagggc tggaatgatt tcagctcact gcaaccttcg ccacctgggt 
tecagcaatt ctcctgcctc agcctcccga gtagctgaga ttataggcac ctaccaccac 
gcccggccaa tttttgtatt tttagtagag acggggtttc accatgttgg ccaggctggt 
ctcgaactcc tgaccttagg tgatccactc gccttcatct cccaaagtgc tgggattaca 
ggcgtgagcc accgtgcctg gccacgccca actaattttt gtatttttag tagagacagg 
gtttcaccat gttggccagg ctgctcttga actcctgacc tcaggtaatc gacctgcctc 
ggcctcccaa agtgctggga ttacaggtgt gagccaccac gcccggtaca tattttttaa 
attgaattct actatttatg tgatcctttc ggagtcagac agatgtggtt gcatcccaac 
tccatgtctc tgagcattag atttctcatt tgccaataat aatacctccc ttagaagttt 
gttgtgagga ttaaataatg taaataaaga actagcataa cgb 

<210> 12 

<211> 840 

<212> PRT 

<213> Homo sapien 

<400> 12 

Met Ser Gin Thr Gly Ser His Pro Gly Arg Gly Leu Ala Gly Arg Trp 

1 5 10 15 

Leu Trp Gly Ala Gin Pro Cys Leu Leu Leu Pro He Val Pro Leu Ser 

20 25 30 

Trp Leu Val Trp Leu Leu Leu Leu Leu Leu Ala Ser Leu Leu Pro Ser 

35 4 0 45 

Ala Arg Leu Ala Ser Pro Leu Pro Arg Glu Glu Glu He Val Phe Pro 

50 55 "50 

Glu Lys Leu Asn Gly Ser Val Leu Pro Gly Ser Gly Thr Pro Ala Arg 
65 70 75 80 

Leu Leu Cys Arg Leu Gin Ala Phe Gly Glu Thr Leu Leu Leu Glu Leu 

85 90 95 

Glu Gin Asp Ser Gly Val Gin Val Glu Gly Leu Thr Val Gin Tyr Leu 

100 105 11° 

Gly Gin Ala Pro Glu Leu Leu Gly Gly Ala Glu Pro Gly Thr Tyr Leu 

1X5 120 125 

Thr Gly Thr He Asn Gly Asp Pro Glu Ser Val Ala Ser Leu His Trp 

130 135 140 

Asp Gly Gly Ala Leu Leu Gly Val Leu Gin Tyr Arg Gly Ala Glu Leu 
145 150 155 160 

His Leu Gin Pro Leu Glu Gly Gly Thr Pro Asn Ser Ala Gly Gly Pro 

165 170 175 

Gly Ala His lie Leu Arg Arg Lys Ser Pro Ala Ser Gly Gin Gly Pro 

180 185 190 

Met Cys Asn Val Lys Ala Pro Leu Gly Ser Pro Ser Pro Arg Pro Arg 

195 200 205 

Arg Ala Lys Arg Phe Ala Ser Leu Ser Arg Phe Val Glu Thr Leu Val 

210 ~ 215 220 

Val Ala Asp Asp Lys Met Ala Ala Phe His Gly Ala Gly Leu Lys Arg 
225 230 235 240 

Tyr Leu Leu Thr Val Met Ala Ala Ala Ala Lys Ala -Phe Lys His Pro 
245 250 255 



3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3 900 
3960 
4020 
4080 
4140 
4200 
4260 
4303 
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Ser 


He 


Arg 


Asn 


Pro 


Val 


Ser 


Leu 


Val 


Val 


Thr 


Arq 


Leu 


Val 


He 


Leu 








260 










265 










270 






Gly 


Ser 


Gly 


Glu 


Glu 


Gly 


Pro 


Gin 


Val 


Gly Pro 


Ser 


Ala 


Ala 


Gin 


Thr 






275 










280 










285 








Leu 


Arq 


Ser 


Phe 


Cys 


Ala 


Tro 


Gin 


Arg Gly Leu 


Asn 


Thr 


Pro 


Glu Asp 




290 










295 










300 










Ser 


Asp 


Pro 


Asp 


His 


Phe 


Asp 


Thr 


Ala 


He 


Leu 


Phe 


Thr 


Arg 


Gin Asp 


305 










310 










315 










320 


Leu 


Cys 


Gly 


Val 


Ser 


Thr 


Cvs 


Asp 


Thr 


Leu Gly Met Ala Asp 


Val 


Gly 










325 




















335 




Thr 


Val 


Cvs 


Asd 


Pro 


Ala 


Ara 


Ser 


Cvs 

\_y 


Ala 


He 


Val 


Glu 


Asp 


Asp Gly 








340 


























Leu 


Gin 


Ser 


Ala 


Phe 


Thr 


Ala 


Ala 


Hi <3 
n x 0 


Glu 


Leu 


Gly His 


val 


rne 


Asn 






355 










360 










365 








Met 


Leu 


His 


Asp 


Asn 


Ser 


Lys 


Pro 


Cys 


He 


Ser 


Leu 


Asn 




Pro 


Leu 




370 










375 










380 










Ser* 


Thr 


Ser 


Ax a 


His 


Val 


Met 


Ala 


Pro 


Val 


Met 


Ala 


His 


Val 


Asp 


Pro 


385 










390 










395 










400 


Glu 


Glu 


Pro 


Trn 


Ser 


Pro 


\_y & 


Ser 


Ala 


Arg 


Phe 


lie 


Thr 


Asp 


fne 


Leu 










405 










410 










415 




Asp 


Asn 


Glv 


TVrr- 

i y i 


Glv 


His 


Cys 


Leu 


Leu 


Asp 


Lys 


Pro 


Glu 


Ala 


Fro 


Leu 








420 










425 










4 J U 






His 


Leu 


Pro 


Vai 


Thr 


Phe 


Pro 


Gly 


Lys 


Asp 


Tyr 


Asp 


Ala 


Asp 


Arg 








435 










440 










445 








Cvs 


Gin 


Leu 


Thr 


Phe 


Glv 

oxy 


Pro 


Asp 


Ser 


Arg 


His 


Cys 


Pro 




Leu 


Pro 




450 










455 










460 










Pro 


Pro 


Cys 


Ala 


Ala 


Leu 


Tro 


^y & 


Ser Gly His 


Leu 


Asn 


0 x y 


Hi c; 


AX CI 


465 










470 










475 










a ft n 


Met 


Cvs 


Gin 


Thr 


Lys 


His 


Ser 


Pro 


Trp Ala Asp Gly Thr 


Pro 


v^y 0 


Glv 

«jxy 










485 










490 










4 95 




Pro 


Ala 


Gin 


Ala 


Cys 


Met 


Glv 

vjxy 


Glv 


Arg 


Cys 


Leu 


His 


Met 


Asp 


Gin 


Leu 








500 










505 










510 






Gin 


ASD 


Phe 


Asn 


lie 


Pro 


Gin 


Ala 


Gly Gly Trp 


Gly 


Pro 


Tro 


Gly 


Pro 






515 










520 










525 








Trp 


Gly 


Asp 


Cvs 


Ser 


Arq 


Thr 


Cvs 


Gly Gly Gly 


Val 


Gin 


Phe 


Ser 


Ser 




530 










535 










540 










Arg 


Asp 


Cys 


Thr 


Arq 


Pro 


Val 


Pro 


Arg Asn Gly 


Gly 


Lys 


Tyr 


Cys 


Glu 


545 










550 










555 










560 


Gly 


Arg 


Arg 


Thr 


Arg 


Phe 


Arq 


Ser 


Cys 


Asn 


Thr 


Glu 


Asp 


Cys 


Pro 


Thr 










565 










570 










575 




Gly 


Ser 


Ala 


Leu 


Thr 


Phe 


Arg 


Glu 


Glu 


Gin 


Cys 


Ala 


Ala 


Tyr 


Asn 


His 








580 










585 










590 






Arg 


Thr 


Asp 


Leu 


Phe 


Lys 


Ser 


Phe 


Pro 


Gly Pro Met 


Asp 


Trp 


Val 


Pro 






595 










600 










605 








Arg 


Tyr 


Thr 


Gly 


Val 


Ala 


Pro 


Gin 


Asp 


Gin 


Cys 


Lys 


Leu 


Thr 


Cys 


Gin 




610 










615 










620 










Ala 


Arg 


Ala 


Leu 


Gly 


Tyr 


Tyr 


Tyr 


Val 


Leu 


Glu 


Pro 


Arg 


Val 


Val 


Asp 


625 










630 










635 










640 


Gly 


Thr 


Pro 


Cys 


Ser 


Pro 


Asp 


Ser 


Ser 


Ser 


Val 


Cys 


Val 


Gin 


Gly Arg 










645 










650 










655 




Cys 


He 


His 


Ala 


Gly 


Cys 


Asp 


Arg 


He 


He 


Gly 


Ser 


Lys 


Lys 


Lys 


Phe 








660 










665 










670 






Asp 


Lys 


Cys 


Met 


Val 


Cys 


Gly 


Gly 


Asp 


Gly Ser 


Gly 


Cys 


Ser 


Lys 


Gin 






675 










680 










685 








Ser 


Gly 


Ser 


Phe 


Arg 


Lys 


Phe 


Arg 


Tyr 


Gly Tyr Asn Asn Val 


Val 


Thr 
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690 

lie Pro Ala Gly Ala 
705 

<31y His Arg Ser lie 
725 

Ala Leu Asn Gly Glu 
740 

Leu Pro Gly Ala Val 
755 

Glu Thr Leu Ser Gly 
770 

Val Leu Val Ala Gly 
785 

Phe Val Pro Arg Pro 
805 

Trp Leu His Arg Arg 
820 

Trp Ala Gly Arg Lys 
835 



695 

Thr His lie Leu Val 
710 

Tyr Leu Ala Leu Lys 
730 

Tyr Thr Leu Met Pro 
745 

Ser Leu Arg Tyr Ser 
760 

His Gly Pro Leu Ala 
775 

Asn Pro Gin Asp Thr 
790 

Thr Pro Ser Thr Pro 
810 

Ala Gin lie Leu Glu 
825 

Phe He Gly 
840 



700 

Arg Gin Gin Gly Asn Pro 
715 720 
Leu Pro Asp Gly Ser Tyr 
735 

Ser Pro Thr Asp Val Val 
750 

Gly Ala Thr Ala Ala Ser 
765 

Gin Pro Leu Thr Leu Gin 
780 

Arg Leu Arg Tyr Ser Phe 
795 800 
Arg Pro Thr Pro Gin Asp 
815 

He Leu Arg Arg Arg Pro 
830 



<210> 13 
<211> 1518 
<212> DNA 

<213> Rattus norvegicus 
<400> 13 

actcactata gggctcgagc ggccgcccgg gcaggtcaga ggctcactgg cagctctcta 60 

gacctgcgac gctgcttcta ttccgggtat gtgaacgcgg agccagactc otttgctgct 120 

gtaagcctat gcgggggtct ccgcggagcc tttggctacc aaggtgcgga gtatgtcatt 180 

agccctccgc ccaacaccag cgcgcctgag gcgcagcgtc atagccaggg cgcacacctt 24 0 

ctccagcgcc ggggtgctcc cgtagggcct tccggagacc ctacctctcg ctgcggggtg 300 

gcctcgggct ggaaccccgc catcctgagg gccttggacc cttataaacc acggcggacg 36 0 

ggcgtgggcg aaagccacaa ccggcgcagg tctgggcgcg ccaagcgctt cgtgtctata 420 

ccacggtacg tggagacact ggtggtggcg gacgagtcaa tggtoaagtt tcacggcgcg 480 

gatttggaac attatctgct gacgctgctg gccacggcgg -cgcgactcta ccgccacccc 540 

agcatcctca accctatcaa catcgttgtg gtcaaggtgt tactcttagg agatcgtgac 600 

actgggccca aggtcacagg caacgcggcc ctgactctgc gcaacttctg tgcctggcag €60 

aaaaagttga acaaagtgag cgacaagcac cccgagtact gggacacagc catcctcttc 720 

accagacagg acctatgcgg ggctaccacc tgtgacacct tgggcatggc tgatgtgggc 780 

accatgtgtg atcccaagag aagctgctct gtcatcgagg acgatgggct tccgtcggcc 840 

ttcaccactg cccatgagct gggccatgtg ttcaacatgc cccatgacaa cgtgaaggtg 900 

•tgtgaggagg tgtttgggaa gctcagagcc aaccacatga tgtctccgac actcatccag 960 

atcgaccgtg ccaacccctg gtcagcctgc agtgctgcca ttatcaccga cttcctggac 1020 

agcgggcacg gtgactgcct cctggaccag cccagcaagc ccatcaccct gcctgaggac 1080 

ctgccaggca caagctacag tttgagccaa cagtgcgagc tggcctttgg ggtgggctct 114 0 

aagccctgcc catatatgca gtactgtaca aagctgtggt gcaccggcaa ggccaagggg 1200 

cagatggtgt gccagactcg ccacttcccc tgggcagatg gcaccagctg tggtgagggc 1260 

aagttctgcc tcaagggagc ctgcgtggag agacacaacc caaacaagta ccgggtggac 1320 

ggcccttggg ccaagtggga gccttatggt coctgctcgc gcacctgcgg tgggggcgcg 1380 

cagctggccc ggaggcaagt gcaagcaacc ctacccctgc caacgggcgg gaagtactgc 14 40 

gagggagtga gagtgaaata ccgatcttgc aacttggagc cctgccccag ctcagcctct 1500 

ggcaagagct tccgggaa 1518 

<210> 14 



MSOOCID: <WO 0O53774A2_l_> 



WO 00/53774 PCT/US00/06237 

23 



<211> 505 
<212> PRT 

<213> Rattus norvegicus 



<400> 14 
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Arg 
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Arg Ala 
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D 
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Ser 
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Arg 


Arg 
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Ser 


Gly 
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Val 
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Ala 
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Val 
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Gly 
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35 










40 










45 
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Gly 
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Gly 


Ala 


Glu 
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Val 
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Ser 


Pro 


Leu 


Pro 




50 










55 
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Ser 


Ala 


Pro 


Glu 


Ala 
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His 


Ser Gin Gly Ala 


His 


Leu 
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70 










75 










80 


Leu 


Gin 


Arg 


Arg 


Gly 
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Pro 


Val 


Gly 


Pro 


Ser 


Gly Asp 


Pro 
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Ser 










85 










90 
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Arg 
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Gly 


Val 
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Gly 
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Pro 
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Arg 


Ala 


Leu 
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105 










110 
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Pro 
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Lys 


Pro 


Arg 


Arg 
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Gly 


Val 
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His 
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Arg 






115 
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Arg 


Arg 


Ser 
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Arg 
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Arg 
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Val 
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Arg 
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Val 
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His 
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180 
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He 


He 
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330 
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Asp 


Phe 


Leu 


Asp 


Ser 


Gly 


His 


Gly Asp 


Cys 


Leu 


Leu 


Asp 


Gin 


Pro 


Ser 








340 










345 










350 






Lys 


Pro 


He 


Thr 


Leu 


Pro 


Glu 


Asp 


Leu 


Pro Gly Thr 


Ser 


Tyr 


Ser 


Leu 






355 










360 










365 








Ser 


Gin 


Gin 


Cys 


Glu 


Leu 


Ala 


Phe Gly 


Val 


Gly Ser 


Lys 


Pro 


Cys 


Pro 




370 










375 










380 










Tyr 


Met 


Gin 


Tyr 


Cys 


Thr 


Lys 


Leu 


Trp 


Cys 


Thr 


Gly Lys 


Ala 


Lys 


Gly 


385 










390 










395 










400 
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Gin 


Met 


Val 


Cys 


Gin 


Thr 


Arg 


His 


Phe 


Pro Trp Ala Asp Gly Thr 


Ser 










405 










410 415 




Cys 


Gly 


Glu 


Gly 


Lys 


Phe 


Cys 


Leu 


Lys 


Gly Ala Cys Val Glu Arg 


His 








420 










425 


430 




Asn 


Pro 


Asn 


Lys 


Tyr 


Arg 


Val 


Asp 


Gly 


Pro Trp Ala Lys Trp Glu 


Pro 






435 










440 




445 




Tyr 


Gly 


Pro 


Cys 


Ser 


Arg 


Thr 


Cys 


Gly 


Gly Gly Ala Gin Leu Ala 


Arg 




450 










455 






460 




Arg 


Gin 


Val 


Gin 


Ala 


Thr 


Leu 


Pro 


Leu 


Pro Thr Gly Gly Lys Tyr 


Cys 


465 










470 








475 


480 


Glu 


Gly 


Val 


Arg 


val 


Lys 


Tyr 


Arg 


Ser 


Cys Asn Leu Glu Pro Cys 


Pro 










485 










490 495 




Ser 


Ser 


Ala 


Ser 


Gly 


Lys 


Ser 


Phe 


Arg 







500 505 



<210> 15 

<211> 1455 

<212> DNA 

<213> Homo sapien 

<220> 

<22l> misc_feature 
<222> (1) . . . (1455) 
<223> n = A,T,C or G 

<400> 15 

gatgcatcta agccctggtc caaatgcact tcagccacca tcacagaatt cctggatgat 60 

ggccatggta actgtttgct ggacctacca cgaaagcaga tcctgggccc cgaagaactc 120 

ccaggacaga cctacgatgc cacccagcag tgcaacctta cattcgggcc tgagtaotcc 18 0 

gtgtgtcccg gcatggatgt ccgtgctccc ctgtggtgtg ctgtggtacg ccagggcoag 24 0 

atggtctgtc tgaccaagaa gcttcctgcg gtggaaggga cgccttgtgg aaaggggaga 300 

atctgcctgc agggcaaatg tgtggacaaa accaagaaaa aatattattc aacgtcaagc 36 0 

catggcaact ggggatcttg gggatcctgg ggccagtgtt ctcgctcatg tggaggagga 42 0 

gtgcagtttg cctatcgtcg ctgtaataac cctgctccca gaaacaacgg acgctaotgc 480 

acagggaaga gggccatcta ccgctcctgc agtctcatgc cctgcccacc caatggtaaa 54 0 

tcatttcgtc atgaacagtg tgaggccaaa aatggctatc agtctgatgc aaaaggagcc ^600 

aaaacttttg tggaatgggt tcccaaatat gcaagtgtcc tgcccagcga tgtgtgcaag 66 0 

ctgacctgca gagccaaagg gactggctac tatgcggtat tttctccaaa ggtgaccgat 72 0 

ggcactgaat gtaggccgta cagtaattcc gtctgcgtcc gggggaagtg tgtgagaact 780 

ggctgtgacg gcatcattgg ctcaaagctg cagtatgaca agtgcggagt atgtggagga 840 

gacaactcca gctgtacaaa gattgttgga acctttaata agaaaagtaa gggttcanct 90O 

gacgtggtga ggattcctga aggggcaacc cacataaaag ttcgacagtt caaagccaaa 960 

gaccagacta gattcactgc ctatttagcc ctgaaaaaga aaaacggtga gtaccttatc 102 0 

aatggaaagt acatgatctc cacttcagag actatcattg acatcaatgg aacagtcatg 108 0 

aactatagcg gttggagcca cagggatgac ttcctgcatg gcatgggcta ctctgccacg 114 0 

aaggaaattc taatagtgca gattcttgca acagacccca ctaaaccatt agatgtocgt 1200 

tatagctttt ttgttcccaa gaagtccact ccaaaagtaa actctg-tcac tagtcatggc 1260 

agcaataaag tgggatcaca cacttcgcag ccgcagtggg tcacgggccc atggct<:gcc 1320 

tgctctagga cctgtgacac aggttggcac accagaacgg tgcagtgcca ggatggaaac 1380 

•cggaagttag caaaaggatg tcctctctcc caaaggcctt ctgcgtttaa gcaatgcttg 144 0 

ttgaagaaat gttag 1455 

<210> 16 
<211> 484 
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<212> PRT 

<213> Homo sapien 

<220> 

<221> VARIANT 

<222> (1) . . . (484) 

<223> Xaa = Any Amino Acid 



<400> 16 



Asp 


Ala 


Ser 


Lys 


Pro 


Trp 


Ser 


Lys 


Cys 


Thr 


Ser 


Ala 


Thr 


He 


Thr 


Glu 


1 








5 










10 










15 




Phe 


Leu 


Asp 


Asp 


Gly 


His 


Gly Asn 


Cys 


Leu 


Leu 


Asp 


Leu 


Pro 


Arg 


Lys 








20 










25 










30 






Gin 


He 


Leu 


Gly 


Pro 


Glu 


Glu 


Leu 


Pro 


Gly 


Gin 


Thr 


Tyr Asp 


Ala 


Thr 






35 










40 










45 








Gin 


Gin 


Cys 


Asn 


Leu 


Thr 


Phe 


Gly 


Pro 


Glu 


Tyr 


Ser 


Val 


Cys 


Pro Gly 




50 










55 










60 










Met 


Asp 


Val 


Cvs 


Ala 


Pro 


Leu 


Trp 


Cvs 


Ala 


Val 


Val 


Arg 


Gin 


Gly Gin 


65 










70 










75 










80 


Met 


Val 


Cys 


Leu 


Thr 


Lys 


Lys 


Leu 


Pro 


Ala 


Val 


Glu Gly Thr 


Pro 


Cys 










85 










90 










95 




Gly 


Lys 


Gly 


Arg 
100 


He 


Cys 


Leu 


Gin 


Gly 
105 


Lvs 


Cys 


Val 


Asp 


Lys 
110 


Thr 


Lys 


Lys 


Lys 


Tyr 


Tyr 


Ser 


Thr 


Ser 


Ser 


His 


Gly 


Asn 


Trp 


Gly 


Ser 


Trp Gly 






115 










120 










125 








Ser 


Trp 


Gly 


Gin 


Cys 


Ser 


Arg 


Ser 


Cys 


Gly 


Gly Gly Val 


Gin 


Phe 


Ala 




130 










135 










140 










Tyr 


Arg 


Arg 


Cys 


Asn 


Asn 


Pro 


Ala 


Pro 


Arg 


Asn Asn Gly Arg 


Tyr 


Cys 


145 










150 










155 










160 


Thr 


Gly 


Lys 


Arg 


Ala 
165 


He 


Tyr 


Arg 


Ser 


Cys 
170 


Ser 


Leu 


Met 


Pro 


Cys 
175 


Pro 


Pro 


Asn 


Gly 


Lys 


Ser 


Phe 


Arg 


His 


Glu 


Gin 


Cys 


Glu 


Ala 


Lys 


Asn Gly 








180 










185 










190 






Tyr 


Gin 


Ser 


Asp 


Ala 


Lys 


Gly Val 


Lys 


Thr 


Phe 


Val 


Glu 


Trp Val 


Pro 






195 










200 










205 








Lys 


Tyr 
210 


Ala 


Ser 


Val 


Leu 


Pro 
215 


Ser 


Asp 


Val 


Cys 


Lys 
220 


Leu 


Thr 


Cys 


Arg 


Ala 


Lys 


Gly 


Thr 


Gly 


Tyr 


Tyr 


Val 


Val 


Phe 


Ser 


Pro 


Lys 


Val 


Thr 


Asp 


225 










230 










235 










240 


Gly 


Thr 


Glu 


Cys 


Arg 


Pro 


Tyr 


Ser 


Asn 


Ser 


Val 


Cys 


Val 


Arg Gly Lys 










245 










250 










255 




Cys 


Val 


Arg 


Thr 
260 


Gly 


Cys 


Asp 


Gly 


He 
265 


He 


Gly 


Ser 


Lys 


Leu 
270 


Gin 


Tyr 


Asp 


Lys 


Cys 


Gly Val 


Cys 


Gly Gly 


Asp 


Asn 


Ser 


Ser 


Cys 


Thr 


Lys 


He 






275 










280 










285 








Val 


Gly 
290 


Thr 


Phe 


Asn 


Lys 


Lys 
295 


Ser 


Lys 


Gly 


Ser 


Xaa 
300 


Asp 


Val 


Val 


Arg 


He 


Pro 


Glu 


Gly Ala 


Thr 


His 


He 


Lys 


Val 


Arg 


Gin 


Phe 


Lys 


Ala 


Lys 


305 










310 










315 










320 


Asp 


Gin 


Thr 


Arg 


Phe 
325 


Thr 


Ala 


Tyr 


Leu 


Ala 
330 


Leu 


Lys 


Lys 


Lys 


Asn 
335 


Gly 


Glu 


Tyr 


Leu 


He 
340 


Asn 


Gly 


Lys 


Tyr 


Met 
345 


He 


Ser 


Thr 


Ser 


Glu 
350 


Thr 


He 


He 


Asp 


He 


Asn Gly 


Thr 


Val 


Met 


Asn 


Tyr 


Ser Gly Trp 


Ser 


His 


Arg 






355 










360 










365 
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Asp 


Asp 


Phe 


Leu 


His 


Gly 


Met 


Gly 


Tyr 


Ser 


Ala 


Thr 


Lys 


Glu 


lie 


Leu 




370 










375 










i q r\ 
Jo U 










lie 


Val 


Gin 


lie 


Leu 


Ala 


Thr 


Asp 


Pro 


Thr 


Lys 


Pro 


T 1M « 

Leu 


ASp 


val 


Arg 


385 










390 










395 










400 


Tyr 


Ser 


Phe 


Phe 


Val 


Pro 


Lys 


Lys 


Ser 


Thr 


Pro 


Lys 


val 


7V *-» 

Asn 


Ser 


Val 










405 










410 










415 




Thr 


Ser 


His 


Gly 


Ser 


Asn 


Lys 


Val 


Gly 


Ser 


His 


Thr 


Ser 


(jj.n 


Pro 


Gin 








420 










4 z b 










*£ J \J 






Trp 


Val 


Thr 


Gly 


Pro 


Trp 


Leu 


Ala 


Cys 


Ser 


Arg 


Thr 


Cys 


Asp 


Thr Gly 






435 










440 










445 








Trp 


His 


Thr 


Arg 


Thr 


Val 


Gin 


Cys 


Gin 


Asp Gly 


Asn Arg 


Lys 


Leu 


Ala 




450 










455 










460 










Lys 


Gly 


Cys 


Pro 


Leu 


Ser 


Gin 


Arg 


Pro 


Ser 


Ala 


Phe 


Lys 


Gin 


Cys 


Leu 


465 










470 










475 










480 


Leu 


Lys 


Lys 


Cys 



























<210> 17 
<211> 423 
<212> DNA 
<213> Bos taurus 



<400> 17 

tttagggagg agcagtgtga ggccaaaaat ggatatcagt ctgatgcaaa aggagtcaaa 60 

acgtttgtgg aatgggttcc caaatatgct ggtgtcctgc ccggagacgt gtgcaaactg 120 

acctgcagag ctaagggcac tggctactac gtggtgttct ctccaaaggt gaccgatggg 180 

acagagtgca ggccatacag caattccgtg tgtgtccggg ggaagtgtgt gcggacaggc 24 0 

tgtgacagca tcattggctc gaagctgcag tatgacaaat gtggcgtctg cggaggagac 300 

aactccagtt gcacaaaggt ggtcggaacc ttcaataaaa aaagtaaggg ttacactgac 360 

gtcgtgagga tccccgaagg ggcgactcac ataaaagtcc gacagttcaa agccaaagac 420 
cag 



423 



<210> 18 
<211> 141 
<212> PRT 
<213> Bos taurus 



<400> 18 



Phe 


Arg 


Glu 


Glu 


Gin 


Cys 


Glu 


Ala 


Lys 


Asn 


Gly 


Tyr 


Gin 


Ser 


Asp 


Ala 


1 








5 










10 










15 




Lys 


Gly 


Val 


Lys 


Thr 


Phe 


Val 


Glu 


Trp 


Val 


Pro 


Lys 


Tyr 


Ala 


Gly 


Val 








20 










25 










30 






Leu 


Pro 


Gly 


Asp 


Val 


Cys 


Lys 


Leu 


Thr 


Cys 


Arg 


Ala 


Lys 


Gly 


Thr 


-Gly 






35 










40 










45 








Tyr 


Tyr 


Val 


Val 


Phe 


Ser 


Pro 


Lys 


val 


Thr 


Asp 


Gly 


Thr 


<51u 


Cys 


Arg 




50 










55 










60 










Pro 


Tyr 


Ser 


Asn 


Ser 


Val 


Cys 


Val 


Arg 


Gly 


Lys 


Cys 


Val 


Arg 


Thr 


Gly 


65 










70 










75 










80 


Cys 


Asp 


Ser 


He 


He 


Gly 


Ser 


Lys 


Leu 


Gin 


Tyr 


Asp 


Lys 


Cys 


-Gly 


Val 










85 










90 










95 




Cys 


Gly 


Gly 


Asp 


Asn 


Ser 


Ser 


Cys 


Thr 


Lys 


Val 


Val 


Gly 


Thr 


Phe 


Asn 








100 










105 










110 






Lys 


Lys 


Ser 


Lys 


Gly 


Tyr 


Thr 


Asp 


Val 


Val 


Arg 


lie 


Pro 


Glu 


Gly 


Ala 






115 










120 










125 








Thr 


His 


He 


Lys 


Val 


Arg 


Gin 


Phe 


Lys 


Ala 


Lys 


Asp 'Gin 
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130 135 140 

<210> 19 
<211> 637 
<212> DNA 
<213> Bos taurus 

<400> 19 

ggaaaccctg gccatttgga gcaactacct ggccctgaag ctccccgatg gctcctatgc 60 

cctcaacggt gaatacacgc tgatcccgtc ccccacagac gtggtactgc ccggggccgt 120 

cagcctgcgc tacagcgggg ccactgcagc ctcggagaca ctgtcaggac acgggcccct 180 

ggctgagccc ttaacgctgc aggtcctagt ggctggcaac ccgcagaacg cccgcctcag 240 

atacagcttt ttcgtgccgc gaccgcgacc ggtcccctcc acgccacgcc ccactcccca 300 

ggactggctg cgccgcaagt cacagattct ggagatcctc cggcggcgct cctgggccgg 360 

caggaaataa cctcaccatc ccggctgccc tttctgggca ccggggcctc ggacttagct 420 

gggtgaacga gagacctctg cagcggcctc accccgagac atcgtggggg aggggcttag 48 0 

tgagccccgc ctctcctccc cgcgctaccg agcaggctgg ccctgccggg gtttcctgcc 54 0 

ctggatggct ggtggatgga aggggctggg agattgtccc ccatctaaac tgccccctct 6 00 

gccctgctgg tcacaggagg gagggggaag gcaggga 637 

<210> 20 
<211> 122 
<212> PRT 
<213> Bos taurus 

<400> 20 



Glu 


Thr 


Leu 


Ala lie Trp 


Ser 


Asn 


Tyr 


Leu 


Ala 


Leu 


Lys 


Leu 


Pro 


Asp 


1 






5 








10 










15 


Gly 


Ser 


Tyx Ala Leu Asn 


Gly Glu 


Tyr 


Thr 


Leu 


He 


Pro 


Ser 


Pro 


Thr 








20 






25 










30 






Asp 


Val 


Val 


Leu Pro Gly 


Ala 


Val 


Ser 


Leu 


Arg 


Tyr 


Ser 


Gly 


Ala 


Thr 






35 






40 










45 






Ala 


Ala 


Ser 


Glu Thr Leu 


Ser 


Gly 


His 


Gly 


Pro 


Leu 


Ala 


Glu 


Pro 


Leu 




50 






55 










60 










Thr 


Leu 


Gin 


Val Leu Val 


Ala 


Gly 


Asn 


Pro 


Gin 


Asn 


Ala 


Arg 


Leu 


Arg 


65 






70 










75 








80 


Tyr 


Ser 


Phe 


Phe Val Pro 


Arg 


Pro 


Arg 


Pro 


Val 


Pro 


Ser 


Thr 


Pro 


Arg 








85 








90 










95 


Pro 


Thr 


Pro 


Gin Asp Trp 


Leu 


Arg 


Arg 


Lys 


Ser 


Gin 


He 


Leu 


Glu 


He 








100 






105 










110 






Leu 


Arg Arg Arg Ser Trp 


Ala 


Gly 


Arg 


Lys 


















115 






120 



















<210> 21 
<211> 1143 
<212> DNA 
<213> Homo sapien 

<220> 

<221> misc_f eature 
<222> (1) . . . (1143) 
<223> n = A,T,C or G 

<400> 21 

actcactata gggctcgtgc ggccgcccgg gcaggcatct ttaagcatcc cagcatcctc 60 



UMSDOCID: <WO 0O53774A2_l_> 



WO 00/53774 PCT/USOO/06237 

28 



aaccccatca acatcgttgt ggtcaaggtg ctgcttctta gagaocgtga -ctccgggcoc 120 

aaggtcaccg gcaatgcggc cctgacgctg cgcaacttct gtgcctggca gaagaagctg 180 

aacaaagtga gtgacaagca ccccgagtac tgggacactg ccatcctct-t caccaggcag 240 

gacctgtgtg gagccaccac ctgtgacacc ctgggcatgg ctgat-gtggg taccatgtgt 300 

gaccccaaga gaagctgctc tgtcattgag gacgatgggc tt-ccatcagc cttcaccact 360 

gcccacgagc tgggccacgt gttcaacatg ccccatgaca atgtgaaagt ctgtgaggag 420 

gtgtttggga agctccgagc caaccacatg atgtceccga ccctcatcca gatcgaocgt 480 

gccaacccct ggtcagcctg cagtgctgcc atcatcaccg actttctgga cagcgggcac 54 0 

ggtgactgcc tcctggacca acccagcaag cccat<:ttcc tgccgagnga tctgccgggc 600 

gccagctaca ccctgagcca gcartgcgag ctggcttttg gcgtgggctt caagccctgt 660 

ccttacatgc agtactgcac caagctgtgg tgcaccggga aggccaaggg acagatggtg 720 

tgccaaaccc gccacttccc ctgggccgat ggcaccagtt gtggcgaggg -caagttctgc 780 

ctcaaagggg cctgcgtgga aaracacaac ctcaacaagc acagggtgga tggttcctgg 840 

gccaaatggg atccctatgg cccctgctcg cgcacatgtg gtgggggcgt gcagctggcc 900 

a99aggcagn tgcaccaacc ccancccctg ccaacngggg gcaagtactg cgagggagtg 960 

agggtgaaat accgatcctg caacctggag ccctgcccca gctcagcctc cggaaagagc 1020 

ttccgggagg agcagtgtga ggctttcaac ggctacaacc acagcaccaa ccrggctcact 1080 

ctcgccgtgg catgggtgcc caagtactcc ggcgtgtctc cccgtgacaa gtgtaagctc 1140 

ate ~ 1143 



<210> 22 

<211> 381 

<212> PRT 

<213> Homo sapien 



<220> 

<221> VARIANT 

<222> (1) . . . (381) 

<223> Xaa = Any Amino Acid 

<400> 22 



Thr 


His 


Tyr 


Arg 


Ala 


Arg 


Ala 


Ala 


Ala 


Arg 


Ala 


Gly 


He 


Phe 


Lys 


His 


1 








5 










10 










15 




Pro 


Ser 


lie 


Leu 


Asn 


Pro 


lie 


Asn 


He 


Val 


Val 


Val 


Lys 


Val 


Leu 


Leu 








20 










25 










30 






Leu 


Arg 


Asp 


Arg 


Asp 


Ser 


Gly 


Pro 


Lys 


Val 


Thr Gly 


Asn 


Ala 


Ala 


Leu 






35 










40 










45 








Thr 


Leu 


Arg 


Asn 


Phe 


Cys 


Ala 


Trp 


Gin 


Lys 


Lys 


Leu 


Asn 


Lys 


Val 


Ser 




50 










55 










60 










Asp 


Lys 


His 


Pro 


Glu 


Tyr 


Trp 


Asp 


Thr 


Ala 


He 


Leu 


Phe 


Thr 


Arg 


-Gin 


65 










70 










75 










80 


Asp 


Leu 


Cys 


Gly 


Ala 


Thr 


Thr 


Cys 


Asp 


Thr 


Leu 


Gly 


Met 


Ala 


Asp 


Val 










85 










90 










95 




Gly 


Thr 


Met 


Cys 


Asp 


Pro 


Lys 


Arg 


Ser 


Cys 


Ser 


Val 


lie 


Glu 


Asp 


Asp 








100 










105 










110 






Gly 


Leu 


Pro 


Ser 


Ala 


Phe 


Thr 


Thr 


Ala 


His 


Glu 


Leu 


Gly 


His 


Val 


Phe 






115 










120 










125 








Asn 


Met 


Pro 


His 


Asp 


Asn 


Val 


Lys 


Val 


Cys 


Glu 


Glu 


val 


Phe 


<31y 


Lys 




130 










135 










140 










Leu 


Arg 


Ala 


Asn 


His 


Met 


Met 


Ser 


Pro 


Thr 


Leu 


He 


Gin 


He 


Asp 


Arg 


145 










150 










155 










160 


Ala 


Asn 


Pro 


Trp 


Ser 


Ala 


Cys 


Ser 


Ala 


Ala 


He 


He 


Thr 


Asp 


Phe 


Leu 










165 










170 










175 




Asp 


Ser 


Gly 


His 


Gly 


Asp 


Cys 


Leu 


Leu 


Asp -Gin 


Pro 


Ser 


Lys 


Pro 


He 








180 










185 










190 
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Phe 


Leu 


Pro 


Xaa 


Asp 


Leu 


Pro 


Gly Ala 


Ser 


Tyr 


Thr 


Leu 


Ser 


Gin Gin 






195 










200 








205 






Cys 


Glu 


Leu 


Ala 


Phe 


Gly 


Val 


Gly Phe 


Lys 


Pro 


Cys 


Pro 


Tyr 


Met Gin 




210 










215 








220 








Tyr 


Cys 


Thr 


Lys 


Leu 


Trp 


Cys 


Thr Gly 


Lys 


Ala 


Lys 


Gly Gin 


Met Val 


225 










230 








235 








240 


Cys 


Gin 


Thr 


Arg 


His 


Phe 


Pro 


Trp Ala 


Asp Gly Thr Ser 


Cys 


Gly Glu 










245 








250 










255 


Gly 


Lys 


Phe 


Cys 


Leu 


Lys 


Gly 


Ala Cys 


Val 


Glu 


Xaa 


His 


Asn 


Leu Asn 








260 








265 










270 




Lys 


His 


Arg 


Val 


Asp 


Gly 


Ser 


Trp Ala 


Lys 


Trp 


Asp 


Pro 


Tyr 


Gly Pro 






275 










280 








285 






Cys 


Ser 


Arg 


Thr 


Cys 


Gly 


Gly 


Gly Val 


Gin 


Leu 


Ala 


Arg Arg 


Gin Xaa 




290 










295 








300 








His 


Gin 


Pro 


Xaa 


Pro 


Leu 


Pro 


Thr Gly 


Gly Lys 


Tyr 


Cys 


Glu 


Gly Val 


305 










310 








315 








320 


Arg 


Val 


Lys 


Tyr 


Arg 


Ser 


Cys 


Asn Leu 


Glu 


Pro 


Cys 


Pro 


Ser 


Ser Ala 










325 








330 










335 


Ser 


Gly 


Lys 


Ser 


Phe 


Arg 


Glu 


Glu Gin 


Cys 


Glu 


Ala 


Phe 


Asn 


Gly Tyr 








340 








345 










350 




Asn 


His 


Ser 


Thr 


Asn 


Arg 


Leu 


Thr Leu 


Ala 


Val 


Ala 


Trp 


Val 


Pro Lys 






355 










360 








365 






Tyr 


Ser 


Gly 


Val 


Ser 


Pro 


Arg 


Asp Lys 


Cys 


Lys 


Leu 


He 








370 










375 








380 









<210> 23 
<211> 297 
<212> DNA 

<213> Rattus norvegicus 
<400> 23 

tccgcccttc cgggaggaac agtgtgaaaa atataatgcc tacaaccaca cggacctgga 60 
tgggaatttc cttcagtggg tccccaaata ctcaggagtg tccccccgag accgatgcaa 120 
actgttttgc agagcccgtg ggaggagtga gttcaaagtg tttgaaacta aggtgatcga 180 
tggcactctg tgcggaccgg atactctggc catctgtgtg cggggacagt gcgttaaggc 24 0 

tggctgtgac catgtggtga actcacctaa gaagctggac* aagtgcggta tctgtgg 297 

<210> 24 
<211> 98 
<212> PRT 

<213> Rattus norvegicus 





<400> 


24 
























Pro 


Pro 


Phe 


Arg 


Glu Glu 


Gin 


Cys 


Glu 


Lys 


Tyr 


Asn 


Ala 


Tyr 


Asn 


His 


1 








5 








10 










15 




Thr 


Asp 


Leu 


Asp 


Gly Asn 


Phe 


Leu 


Gin 


Trp 


Val 


Pro 


Lys 


Tyr 


Ser 


Gly 








20 








25 










30 






Val 


Ser 


Pro Arg 


Asp Arg 


Cys 


Lys 


Leu 


Phe 


Cys 


Arg 


Ala 


Arg Gly 


Arg 






35 








40 










45 








Ser 


Glu 


Phe 


Lys 


Val Phe 


Glu 


Thr 


Lys 


Val 


He 


Asp 


Gly 


Thr 


Leu 


Cys 




50 








55 










60 










Gly 


Pro 


Asp 


Thr 


Leu Ala 


He 


Cys 


Val 


Arg 


Gly Gin 


Cys 


Val 


Lys 


Ala 


65 








70 










75 










80 


Gly 


Cys 


Asp 


His 


Val Val 


Asn 


Ser 


Pro 


Lys 


Lys 


Leu 


Asp 


Lys 


Cys 


Gly 



85 90 95 
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lie Cys 



<210> 25 
<211> 823 
<212> DNA 
<213> Rattus 



norvegicus 



<400> 25 

cccctggatg tggtcaaagt gcagtcggaa gtacatcacc gagttcttag acaotgggta 60 

tggagagtgc ttgttaaatg aacctcaatc caggacctat cctttgcctt cecaactgcc 120 

cggccttctc tacaacgtga ataaacaatg tgaactgatt tttggaccag gctctcaagt 180 

gtgcccatat atgatgcagt gcagacggct ctggtgcaat aacgtggatg gagcacacaa 240 

aggctgcagg actcagcaca cgccctgggc agatggaacc gagtgtgagc ctggaaagca 300 

ctgcaagttt ggattctgtg ttcccaaaga aatggagggc cct<jcaattg atggatcctg 360 

gggaagttgg agtcactttg gggcctgctc aagaacatgt ggaggaggca tcagaacagc 4 20 

catcagagag tgcaacagac cagagccaaa aaatggtggg aggtactgtg tagggaggag 48 0 

aatraagttc aaatcctgca acaccgagcc ctgcccgaag cacaagcgag acttccgtga 54 0 

ggagcagtgt gcttactttg acggcaagca tttcaacatc aatggtctgc tgcccagtgt 600 

acgctgggtc cctaagtaca gtggaatttt gatgaaggac cgatgeaagt tgttctgcag 660 

agtggcagga aacacagcct actaccagct tcgagacaga gtgattgacg gaaccccctg 720 

tggccaggac acaaatgaca tctgtgtcca aggcctttgc cggcaagctg gatgtgatoa 780 

tactttaaac tcaaaggccc ggaaagataa atgtgggatt tgt 823 



<210> 26 
<211> 274 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<221> VARIANT 

<222> (1) . . . (274) 

<223> Xaa = Any Amino Acid 





<400> 


26 


















Pro 


Trp 


Met 


Trp 


Ser 


Lys 


Cys 


Ser 


Arg 


Lys 


Tyr He 


Thr Glu Phe Leu 
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5 
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15 


Asp 


Thr 


Gly 


Tyr 


Gly 


Glu 


Cys 


Leu 


Leu 


Asn 


Glu Pro 


Gin Ser Arg Thr 








20 










25 






30 


Tyr 


Pro 


Leu 


Pro 


Ser 


Gin 


Leu 


Pro 


Gly 


Leu 


Leu Tyr 


Asn Val Asn Lys 
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40 








45 


Gin 


Cys 


Glu 


Leu 


He 


Phe 


Gly 


Pro 


Gly 


Ser 


Gin Val 


Cys Pro Tyr Met 




50 










55 








60 




Met 


Gin 


Cys 


Arg 


Arg 


Leu 


Trp 


Cys 


Asn 


Asn 


Val Asp 


Gly Ala His Lys 


65 










70 










75 


80 


Gly 


Cys 


Arg 


Thr 


Gin 


His 


Thr 


Pro 


Trp 


Ala 


Asp Gly 


Thr Glu Cys *Glu 










85 










90 




95 


Pro 


Gly 


Lys 


His 


Cys 


Lys 


Phe 


Gly 


Phe 


Cys 


Val Pro 


Lys Glu Met Glu 








100 










105 






110 


Gly 


Pro 


Ala 


He 


Asp 


Gly 


Ser 


Trp 


Gly 


Ser 


Trp Ser 


His Phe Gly Ala 






115 










120 








125 


Cys 


Ser 


Arg 


Thr 


Cys 


Gly 


Gly 


Gly 


He 


Arg 


Thr Ala 


He Arg Glu Cys 




130 










135 








140 




Asn 


Arg 


Pro 


Glu 


Pro 


Lys 


Asn 


Gly 


Gly 


Arg 


Tyr Cys 


Val Gly Arg Arg 


145 










150 










155 


1'60 
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Xaa 


Lys 


Phe 


Lys 


Ser Cys 


Asn 


Thr 


Glu 


Pro Cys Pro 


Lys 


His 


Lys Arg 










165 








170 






175 


Asp 


Phe 


Arg 


Glu 


Glu Gin 


Cys 


Ala 


Tyr 


Phe Asp Gly Lys 


His 


Phe Asn 








180 








185 






190 




He 


Asn 


Gly Leu 


Leu Pro 


Ser 


Val 


Arg 


Trp Val Pro 


Lys 


Tyr 


Ser Gly 






195 








200 






205 






He 


Leu 


Met 


Lys 


Asp Arg 


cys 


Lys 


Leu 


Phe Cys Arg 


Val 


Ala 


Gly Asn 




210 








215 






220 








Thr 


Ala 


Tyr 


Tyr 


Gin Leu 


Arg 


Asp 


Arg 


Val He Asp 


Gly 


Thr 


Pro Cys 


225 








230 








235 






240 


Gly 


Gin 


Asp 


Thr 


Asn Asp 


He 


Cys Val 


Gin Gly Leu 


Cys 


Arg Gin Ala 










245 








250 






255 


Gly 


Cys 


Asp 


His 


Thr Leu 


Asn 


Ser 


Lys 


Ala Arg Lys 


Asp 


Lys 


Cys Gly 








260 








265 






270 




He 


Cys 























<210> 27 
<211> 1073 
<212> PRT 
<213> Homo sapien 

<400> 27 



Met 


Gin 


Phe 


Val 


Ser 


Trp 


Ala 


Thr 


Leu 


Leu 


Thr 


Leu 


Leu 


Val 


Arg Asp 


1 








5 










10 










15 




Leu 


Ala 


Glu 


Met 


Gly 


Ser 


Pro 


Asp 


Ala 


Ala 


Ala 


Ala 


val 


Arg 


Lys 


Asp 








20 










25 










30 






Arg 


Leu 


His 


Pro 


Arg 


Gin 


Val 


Lys 


Leu 


Leu 


Glu 


Thr 


Leu 


Gly Glu 


Tyr 






35 










40 










45 








Glu 


He 


Val 


Ser 


Pro 


He 


Arg Val 


Asn 


Ala 


Leu 


Gly Glu 


Pro 


Phe 


Pro 




50 










55 










60 










Thr 


Asn 


Val 


His 


Phe 


Lys 


Arg 


Thr 


Arg 


Arg 


Ser 


He 


Asn 


Ser 


Ala 


Thr 


65 










70 










75 










80 


Asp 


Pro 


Trp 


Pro 


Ala 


Phe 


Ala 


Ser 


Ser 


Ser 


Ser 


Ser 


Ser 


Thr 


Ser 


Ser 










85 










90 










95 




Gin 


Ala 


His 


Tyr 


Arg 


Leu 


Ser 


Ala 


Phe 


Gly 


Gin 


Gin 


Phe 


Leu 


Phe 


Asn 








100 










105 










110 






Leu 


Thr 


Ala 


Asn 


Ala 


Gly 


Phe 


He 


Ala 


Pro 


Leu 


Phe 


Thr 


Val 


Thr 


Leu 






115 










120 










125 








Leu 


Gly 


Thr 


Pro 


Gly 


Val 


Asn 


Gin 


Thr 


Lys 


Phe 


Tyr 


Ser 


Glu 


Glu 


Glu 




130 










135 










140 










Ala 


Glu 


Leu 


Lys 


His 


Cys 


Phe 


Tyr 


Lys 


Gly Tyr Val 


Asn 


Thr 


Asn 


Ser 


145 










150 










155 










160 


Glu 


His 


Thr 


Ala 


Val 


He 


Ser 


Leu 


Cys 


Ser 


Gly Met 


Leu Gly Thr 


Phe 










165 










170 










175 




Arg 


Ser 


His 


Asp 


Gly 


Asp 


Tyr 


Phe 


He 


Glu 


Pro 


Leu 


Gin 


Ser 


Met 


Asp 








180 










185 










190 






Glu 


Gin 


Glu 


Asp 


Glu 


Glu 


Glu 


Gin 


Asn 


Lys 


Pro 


His 


lie 


He 


Tyr 


Arg 






195 










200 










205 








Arg 


Ser 


Ala 


Pro 


Gin 


Arg 


Glu 


Pro 


Ser 


Thr Gly Arg 


His 


Ala 


Cys 


Asp 




210 










215 










220 










Thr 


Ser 


Glu 


His 


Lys 


Asn 


Arg 


His 


Ser 


Lys 


Asp 


Lys 


Lys 


Lys 


Thr 


Arg 


225 










230 










235 










240 


Ala 


Arg 


Lys 


Trp 


Gly 


Glu 


Arg 


lie 


Asn 


Leu 


Ala 


Gly Asp Val 


Ala 


Ala 










245 










250 










255 




Leu 


Asn 


Ser Gly 


Leu 


Ala 


Thr 


Glu 


Ala 


Phe 


Ser 


Ala 


Tyr 


Gly Asn 


Lys 
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Pro 
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Met 
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Tyr 


MIS 


uiy 


one 

305 












Met 


Ser 


lie 


Val 


Ala 


Ser 










"5 o c 

325 




lie 


Asn 


lie 


val 


lie 


vai 








340 






Gly 


Pro 


Ser 


He 


Ser 


Pne 






355 








Gin 


Trp 


Gin 


His 


Ser 


Lys 




370 










Ala 


val 


Leu 


Leu 


Thr 


Arg 


385 










390 


Asp 


Thr 


Leu 


Gly 


Leu 


Ala 










405 




Ser 


Cys 


Ser 


He 


Ser 


Glu 








420 






Ala 


His 


Glu 


Leu 


Gly 


His 






435 








Lys 


Cys 


Lys Glu 


Glu 


Gly 




450 










Thr 


Leu 


Asn 


Phe 


Tyr 


Thr 


465 










470 


Lys 


Tyr 


He 


Thr 


Glu 


Phe 










485 




Asn 


ulll 


Pro 


Glu 


ber 


Arg 








500 






lie 


Leu 


Tyr Asn 


vai 


Asn 






515 








C q -r~ 

ber 


uin 


Val 


Cys 


Pro 


Tyr 




cor* 












val 


Asn 


Gly 


Val 


nio 












c n 


A J. CI 


Ren 


Gly Thr 


UiU 


Pvc 










c f e 
DO D 






v a x 


Pro 


Lys 


Rill 


1 1C l_ 








580 






Ser 


Tro 

J.X 


Ser 


Pro 


Phe 


Glv 






595 










Thr 


Ala 


He 


y 


Glu 














Lys 


Tvr 


Cys 


Val 


Glv 


**x y 


625 










630 


Pro 


Cys 


Leu 


Lys 


Gin 


Lys 










645 




Phe 


Asp 


Gly Lys 


His 


Phe 








660 






Trp 


Val 


Pro 


Lys 


Tyr 


Ser 






675 








Phe 


Cys 


Arg Val 


Ala 


Gly 



690 



32 



265 



Lys 


Arg 


Thr 


nib 


Arg 


Arg 




Z a U 










vai 


blU 


Val 


Leu 


vai 


Val 












jUU 


ulU 


Ron 
nail 


Leu 


Gin 


His 


iyr 










315 




Tip 

lie 


Tyr 


Lys 


Asp 


Pro 


Ser 








330 






. Asn 


Leu 


He 


Val 


He 


His 






345 








Asn 


TV 1 0 

Aid 


Gin 


Thr 


Thr 


Leu 




-\ /~ r\ 
360 










Asn 


Ser 


Pro Gly <31y 


He 


375 










380 


Gin 


Asp 


lie Cys Arg Ala 










395 




Glu 


Leu 


Gly Thr 


lie 


Cys 








410 






Asp 


c* & *- 

ber 


Gly Leu 


Ser 


Thr 






425 








Val 


Phe 


Asn 


Met 


Pro 


His 




440 










Val 


Lys 


Ser 


Pro 


Gin 


His 


455 










460 


Asn 


Pro 


Trp 


Met 


Trp 


Ser 










475 




Leu 


Asp 


Thr Gly Tyr Gly 








490 






Pro 


Tyr 


Pro 


Leu 


Pro 


Val 






505 








Lys 


bin 


Cys 


Glu 


Leu 


He 




Oft 










nci 




Gin 


Cys 


Arg 


Arg 












54 0 


it y o 




Cys 


Arg 


Thr 


Gin 










555 




Glu 


Pro 


Gly Lys 


His 


Cys 








570 






Asp 


Val 


Pro 


Val 


Thr 


Asp 






585 








Thr 


Cys 


Ser 


Arg 


Thr 


Cys 




600 










Cys 


Asn 


Arg 


Pro 


Glu 


Pro 


VJ X J 










620 




Met 


Lys 


Phe 


Lys 


Ser 










635 




Arg 


Asp 


Phe Arg Asp Glu 








650 






Asn 


He 


Asn 


Gly 


Leu 


Leu 






665 








Gly 


He 


Leu 


Met 


Lys 


Asp 




680 










Asn 


Thr 


Ala 


Tyr 


Tyr 


Gin 


695 










700 
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Leu 
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GlU 


Gin 


Asp 
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Lys 
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Leu 


Cys 


365 








His 


His 


Asp 


Thr 


His 


Asp 


Lys 


Cys 








400 


Asp 


Pro 


Tyr 


Arg 






415 




Ala 


Phe 


Thr 


He 




430 






Asp 


Asp 


Asn 


Asn 


445 








Val 


Met 


Ala 


Pro 


Lys 


Cys 


Ser 


Arg 








480 


Glu 


Cys 


Leu 


Leu 
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Leu 


Pro 


Gly 
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Pro 


Gly 
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Val 


He 


Asp 


Gly 


Thr 


Pro 


Cys 


Gly 


Gin 


Asp Thr Asn Asp 


He 


Cys 


Val 


705 










710 
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720 


Gin 


Gly 


Leu 


Cys 


Arg 
725 


Gin 


Ala 


Gly 


Cys 


Asp 
730 


His 


Val 


Leu 


Asn 


Ser 
73 5 


Lys 


Ala 


Arg 


Arg 


Asp 


Lys 


Cys 


Gly 


Val 


Cys 


Gly Gly Asp Asn Ser 


Ser 


Cys 








740 










745 










750 






Lys 


Thr 


Val 


Ala 


Gly 


Thr 


Phe 


Asn 


Thr 


Val 


His 


Tyr 


Gly Tyr Asn 


Thr 






755 










760 










765 








Val 


Val 


Arg 


He 


Pro 


Ala 


Gly 


Ala 


Thr 


Asn 


He 


Asp Val 


Arg 


Gin 


His 




770 










775 










780 










Ser 


Phe 


Ser 


Gly 


Glu 


Thr 


Asp 


Asp 


Asp 


Asn 


Tyr 


Leu 


Ala 


Leu 


Ser 


Ser 


785 










790 
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Ser 


Lys 


Gly 


Glu 


Phe 
805 


Leu 


Leu 


Asn 


Gly 


Asn 
810 


Phe 


Val 


Val 


Thr 


Met 
815 


Ala 


Lys 


Arg 


Glu 


He 
820 


Arg 


lie 


Gly 


Asn 


Ala 
825 


Val 


Val 


Glu 


Tyr 


Ser 
830 
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Ser 


Glu 


Thr 


Ala 


Val 


Glu 


Arg 


He 


Asn 


Ser 


Thr Asp Arg 


He 


Glu 


Gin 


Glu 
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Leu 
850 


Leu 


Gin 


Val 


Leu 


Ser 
855 
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Gly 


Lys 


Leu 


Tyr 
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He 


Pro 


He 


Glu 
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Gin 


Phe 
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Lys 
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He 
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Asp Trp 
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Arg Trp 
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Gly Cys 


Tyr 


Phe 



1060 1065 1070 



Pro 
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<212> PRT 

<213> Mus musculus 
<400> 28 
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Leu 




50 










55 










60 










Arg 


Leu 


Asp 


Aia 


Phe 


Gly 


bin 


Gin 


Leu 


His 


Leu 


Lys 


Leu 


<Gln 




AO ±J 












70 










75 










80 




Gly Phe 


Leu 


Ala 


Pro 


Gly 


Phe 


Thr 


Leu 


<51n 


Thr 


Val 


Gly 


Arg 


Ser 










85 










90 










95 




Pro 


Gly Ser 


Glu 


Ala 


Gin 


His 


Leu 


Asp 


Pro Thr Gly Asp 


Leu 


Ala 


His 


















105 










110 






Cys 


Phe 


Tyr 


Ser 


Gly Thr 


Val 


Asn Gly Asp 


Pro Gly Ser Ala 


Ala 


Ala 






115 










120 










125 








Leu 


Ser 


Leu 


Cys 


Glu Gly 


Val 


Arg Gly Ala 


Phe 


Tyr 


Leu -Gin 


Gly Glu 




130 










135 










140 










Glu 


Phe 


Phe 


He 


Gin 


Pro 


Ala 


Pro Gly Val Ala 


Thr 


Glu 


Arg 


Leu 


Ala 


14b 










150 










155 










160 


Pro 


Ala 


Val 


Pro 


Glu 
165 


Glu 


Glu 


Ser 


Ser 


Ala 
170 


Arg 


Pro 


Oln 


Phe 


His 
175 


He 


Leu 


Arg Arg 


Arg 


Arg 


Arg 


Gly 


Ser 


Gly 


Gly Ala 


Lys 


Cys -Gly 


Val 


Met 








180 










185 










190 






Asp 


Asp 


Glu 


Thr 


Leu 


Pro 


Thr 


Ser 


Asp 


Ser Arg 


Pro 


Glu 


Ser 


Gin 


Asn 






195 










200 










205 








Thr 


Arg Asn 


Gin 


Trp 


Pro 


val 


Arg 


Asp 


Pro 


Thr 


Pro 


Gin 


Asp 


Ala <31y 




210 










215 










220 










Lys 


Pro 


Ser 


Gly 


Pro Gly 


ber 


He 


Arg 


Lys 


Lys 


Arg 


Phe 


Val 


Ser 


Ser 












230 










235 










240 


Pro 


Arg 


Tyr 


Val 


Glu 
245 


Thr 


Mor* 

iriet. 


Leu 


Val 


Ala 
250 


Asp 


Gin 


Ser 


Met 


Ala 
255 


Asp 


rne 


His 


Gly Ser 


Gly Leu 


±jy Js 


His 


Tyr 


Leu 


Leu 


Thr 


Leu 


Phe 


Ser 


Val 








260 










265 










270 






Ala 


Ala 


Arg 
275 


Phe 


Tyr 


Lys 


His 


Pro 
280 


Ser 


He 


Arg 


Asn 


Ser 
285 


He 


Ser 


Leu 


VaJ. 


val 


Val 


Lys 


He 


Leu 


Val 


He 


Tyr 


Glu 


Glu 


Gin 


Lys <31y 


Pro 


Glu 




290 










295 










300 










vol 


Thr 


Ser 


Asn 


Ala 


Ala 


Leu 


Thr Leu 


Arg 


Asn 


Phe 


Cys 


Asn 


Trp <31n 


305 










310 










315 










320 


Lys 


Gin 


His 


Asn 


Ser 
325 


Pro 


Ser 


Asp 


Arg 


Asp 
330 


Pro 


Glu 


His 


Tyr 


Asp 
335 


Thr 


Ala 


He 


Leu 


Phe 


Thr 


Arg 


Gin 


Asp 


Leu 


Cys 


Gly Ser 


His 


Thr 


Cys 


Asp 








340 










345 










350 






Thr 

A 1 11. 


Leu 


Gly Met 


Ala 


Asp 


Val 


Gly Thr Val Cys Asp 


Pro 


Ser 


Arg 


Ser 






355 










360 










365 










Ser 


Val 


He 


Glu 


Asp 


Asp 


Gly Leu 


Gin 


Ala 


Ala 


Phe 


Thr 


Thr 


Ala 




370 










375 










380 










His 


Glu 


Leu 


Gly His 


val 


Phe 


Asn 


Met 


Pro 


His 


Asp 


Asp 


Ala 


Lys 


His 


385 










390 










395 










4 00 


Cys 


Ala 


Ser 


Leu Asn Gly 


Val 


Thr 


Gly Asp Ser 


His 


Leu 


Met 


Ala 


Ser 










405 










410 










415 




Met 


Leu 


Ser 


Ser 
420 


Leu 


Asp 


His 


Ser 


Gin 
425 


Pro 


Trp 


Ser 


Pro 


Cys 
430 


Ser 


Ala 


Tyr 


Met 


Val 


Thr 


Ser 


Phe 


Leu Asp Asn Gly His Gly *Glu Cys 


Leu 


Met 



435 440 445 
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Asp 


Lys 


Pro 


Gin 


Asn 


Pro He 


Lys 


Leu 


Pro Ser 


Asp Leu 


Pro 


Gly Thr 




450 








455 








460 








Leu 


Tyr 


Asp 


Ala 


Asn Arg Gin 


Cys 


Gin 


Phe Thr 


Phe Gly 


Glu 


Glu 


Ser 


465 










470 






475 








480 


Lys 


His 


Cys 


Pro 


Asp 


Ala Ala 


Ser 


Thr 


Cys Thr 


Thr Leu 


Trp 


Cys 


Thr 










485 








490 






495 




Gly 


Thr 


Ser 


Gly 


Gly Leu Leu 


Val 


Cys 


Gin Thr 


Lys His 


Phe 


Pro 


Trp 








500 








505 






510 






Ala 


Asp 


Gly 


Thr 


Ser 


Cys Gly 


Glu 


Gly Lys Trp 


Cys Val 


Ser 


Gly Lys 






515 








520 






525 








Cys 


Val 


Asn 


Lys 


Thr Asp Met 


Lys 


His 


Phe Ala 


Thr Pro 


Val 


His 


Gly 




530 
















540 








Ser 


Trp 


Gly 


Pro 


Trp 


Gly Pro 


Trp 


Gly Asp Cys 


Ser Arg 


Thr 


Cys 


Gly 


545 










D D U 






555 








560 


Gly 


Gly 


Val 


Gin 


Tyr 


Tnr Met 


Atq 


Glu 


Cys Asp 


Asn Pro 


Val 


Pro 


Lys 










555 








570 






575 




Asn 


Gly 


Gly 


Lvs 


Tyr 


Cys Glu 


Glv 


Lys 


Arg Val 


Arar TVr 




Ser 


Cys 








580 








585 












Asn 


lie 


Glu 


Asp 


Cys 


Pro Asp 


Asn 


Asn 


Gly Lys 


Thr Phe 


Arg 


Glu 


Glu 






595 








600 














Gin 


Cvs 


Glu 


Ala 


His 


Asn Glu 


Phe 


Ser 


Lys Ala 


Ser Phe 


vjiy 


Asn 


Glu 




610 








615 








ton 








Pro 


Thr 


Val 


Glu 


Trp 


Thr Pro 


Lys 


Tyr Ala Gly 


Val Ser 


Pro 


Lys 


Asp 


625 










630 






635 








640 


Arg 


Cys 


Lvs 


Leu 


Thr 


Cys Glu 


Ala 


Lys 


Gly He 


Gly Tyr 


Phe 


Phe 


Val 










645 








650 






655 




Leu 


Gin 


Pro 


Lvs 


Val 


Val Asp 


Glv 


Thr 


Pro Cys 


Ser Pro 


Asp 


Ser 


Thr 








660 








665 






o / \J 






Ser 


Val 


Cvs 


Val 


Gin 


Gly Gin 


Cys 


Val 


Lys Ala 


Gly Cys 


Asp 


Arg 


He 






675 








680 






O O J 








He 


Asp 


Ser 


Lvs 


Lys 


Lys Phe 


Asd 


Lys 


Cys Gly 


Val Cys 


Glv 


Gly Asn 




690 








695 








700 








Gly 


Ser 


Thr 


Cvs 


Lys 


Lys Met 


Ser 


Gly 


He Val 


Thr Ser 


Thr 


Arg 


Pro 


705 










710 






715 








720 


Gly 


Tyr 


His 


Asp 


He 


Val Thr 


He 


Pro 


Ala Gly 


Ala Thr 


Asn 


He 


Glu 










725 








730 






735 




Val 


Lys 


His 


Arq 


Asn Gin Arg 


Gly 


Ser 


Arg Asn 


Asn Gly 


Ser 


Phe 


Leu 








740 








745 






750 






Ala 


He 


Arg 


Ala 


Ala 


Asp Gly 


Thr 


Tyr 


He Leu 


Asn Gly Asn 


Phe 


Thr 






755 








760 






765 








Leu 


Ser 


Thr 


Leu 


Glu 


Gin Asp 


Leu 


Thr 


Tyr Lys 


Gly Thr 


Val 


Leu 


Arg 




770 








775 








780 








Tyr 


Ser 


Gly 


Ser 


Ser 


Ala Ala 


Leu 


Glu 


Arg He 


Arg Ser 


Phe 


Ser 


Pro 


785 










790 






795 








800 


Leu 


Lys 


Glu 


Pro 


Leu 


Thr He 


Gin 


Val 


Leu Met 


Val Gly His 


Ala 


Leu 










805 








810 






815 




Arg 


Pro 


Lys 


He 


Lys 


Phe Thr 


Tyr 


Phe 


Met Lys 


Lys Lys 


Thr 


Glu 


Ser 








820 








825 






830 






Phe 


Asn 


Ala 


He 


Pro 


Thr Phe 


Ser 


Glu 


Trp Val 


He Glu 


Glu 


Trp 


Gly 






835 








840 






845 








Glu 


Cys 


Ser 


Lys 


Thr Cys Gly 


Ser 


Gly Trp Cln 


Arg Arg Val 


Val 


Gin 




850 








855 








860 








Cys 


Arg 


Asp 


He 


Asn <31y His 


Pro 


Ala 


Ser Glu 


Cys Ala 


Lys 


Glu 


Val 


865 










870 






875 








880 


Lys 


Pro 


Ala 


Ser 


Thr 


Arg Pro 


Cys 


Ala Asp Leu 


Pro Cys 


Pro 


His 


Trp 
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<210> 32 
<211> 6 
<212> PRT 
<213> Unknown 

<220> 

<223> Semi conserved sequence of ADAMTS protein domain 
that binds to the extracellular matrix 

<400> 32 
Phe Arg Glu Glu Gin Cys 
1 5 

<210> 33 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide derived from analysis of the 

sequences from ADAMTS-1 (mouse) and ADAMTS-3 (rat) 

<22l> misc_feature 
<222> (1) . . . (18) 
<223> n = A,T,C or G 

<400> 33 
ttymgngarg arcartgy 

<210> 34 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide derived from analysis of the 

sequences from ADAMTS-1 (mouse) and ADAMTS-3 (rat) 

<221> misc_feature 
<222> (1) . . . (18) 
<223> n = A,T,C or G 

<400> 34 
rcanaynccr cayttrtc 



<210> 35 
<211> 4 
<212> PRT 

<213> Homos sapien 
<220> 

<223> Consensus catalytic sequence site based on ADAM 
and snake venom metal loproteases 
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<221> VARIANT 
<222> (3) ... (3) 

<223> Xaa = Lysine or Arginine 

<221> VARIANT 

<222> (1) ... (4) 

<223> Xaa = Any Amino Acid 

<400> 35 
Arg Xaa Xaa Arg 
1 

<210> 36 
<211> 7 
<212> PRT 
<213> Unknown 

<220> 

<223> Conserved heparin binding segment of internal TSP1 
motif of ADAM-TS family members 

<221> VARIANT 

<222> (2) . . . (2) 

<223> Xaa = Serine of Glycine 

<221> VARIANT 

<222> (1) . . . C7) 

<223> Xaa = Any Amino Acid 

<400> 36 
Trp Xaa Xaa Trp Ser Xaa Trp 
1 5 

<210> 37 
<211> 6 
<212> PRT 
<213> Unknown 

<220> 

<223> Conserved heparin binding segment of internal TSP1 
motif of ADAM-TS family members 

<400> 37 
Cys Ser Val Thr Cys Gly 
1 5 

<210> 38 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 38 
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oaggggaaac agacgatgac aact 24 

<210> 39 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 39 

tgcggtaacc caagccacac t 21 

<210> 40 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 40 

gtgcgctggg tccctaaata c 21 

<210> 41 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 
<400> 41 

aaaatcacag gttggcagcg g 21 

<210> 42 
<211> 12 
<212> PRT 
<213> Unknown 

<220> 

<223> 2n binding site 
<400> 42 

His Glu Leu Gly His Asn Leu Gly lie Arg His Asp 
15 10 

<210> 43 
<211> 12 
<212> PRT 
<213> Unknown 

<220> 

<223> 2n binding site 



MSDOCID: <WO 0053774A2_I_> 



WO 00/53774 



40 



PCT/US00/06237 



<400> 43 

His Glu Leu Gly His Asn Phe Gly Ala Glu His Asp 
15 10 

<210> 44 
<211> 12 
<212> PRT 
<213> Unknown 

<220> 

<223> 2n binding site 
<400> 44 

His Glu lie Gly His Asn Phe Gly Ser Pro His Asp 
1 5 10 

<210> 45 

<211> 12 

<212> PRT 

<213> Homo sapien 

<400> 45 

His Glu Leu Gly His Val Phe Asn Met Pro His Asp 
15 10 

<210> 46 

<211> 12 

<212> PRT 

<213> Homo sapien 

<400> 46 

His Glu Thr Gly His Val Leu Gly Met Glu His Asp 
15 10 

<210> 47 

<211> 12 

<212> PRT 

<213> Homo sapien 

<400> 47 

His Glu Leu Gly His Val Phe Asn Met Leu His Asp 
15 10 

<210> 48 

<211> 12 

<212> PRT 

<213> Homo sapien 

<400> 48 

His Glu lie Gly His Leu Leu Gly Leu Ser His Asp 
15 10 



<210> 49 
<211> 12 
<212> PRT 
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<213> Homo sapien 
<400> 49 

His Glu Leu Gly His Val Phe Asn Met Pro His Asp 
1 5 10 

<210> 50 

<211> 12 

<212> PRT 

<213> C. elegans 

<400> 50 

His Glu Leu Gly His Val Phe Ser He Pro His Asp 
15 10 

<210> 51 
<211> 12 
<212> PRT 
<213> Unknown 

<220> 

<223> Consensus catalytic sequence site based on ADAM 
and snake venom metal loproteases 

<221> VARIANT 

<222> (1) . . . (12) 

<223> Xaa = Any Amino Acid 

<400> 51 

His Glu Xaa Gly His Xaa Xaa Gly Xaa Xaa His Asp 
15 10 
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